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<160> 919 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genomes of flaviviruses 

<400> 1 

gtaagccctc agaaccgtct cggaa 25 

<210> 2 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> complement to SEQ ID NO : 1 
<400> 2 

ttccgagacg gttctgaggg cttac 25 

<210> 3 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Japanese encephalitis virus serogroup Primer 1 



1 



<220> 

<221> modif ied_base 

<222> (8) ... (8) 

<223> n = t or absent 

<400> 3 

gwaasccnsy crramcysyy tcggrw 26 

<210> 4 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> West Nile virus Primer 1 
<220> 

<221> modified__base 

<222> (8) ... (8) 

<223> n = t or absent 

<400> 4 

gtaagccncy cagaaccgyy tcggaa 2 6 

<210> 5 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Japanese encephalitis virus Primer 1 
<220> 

<221> modif ied_base 
<222> (8) ... (8) 
<223> n = absent 

<400> 5 

gaaasccnct crraacygty tcggaa 26 

<210> 6 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Murray Valley encephalitis virus Primer 1 
<400> 6 

gaaagcctcc cagamccgty tcggaa 26 

<210> 7 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Koutango virus Primer 1, region of conserved 

sequence in 3 1 untranslated region of the genome 
of Japanese encephalitis virus serogroup, KY1129 



2 



<400> 7 

gtaagccctc agaaccgtct cggaa 



25 



<210> 8 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Example Primer 1, Japanese encephalitis virus 
serogroup amplification primer 

<400> 8 

gtaagccctc agaaccgtct cggaa 25 

<210> 9 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3* untranslated 
region of the genomes of flavi viruses, consensus 
sequence 



<400> 9 

tctcctagtc tatcccaggt gtcaa 

<210> 10 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> complement to SEQ ID NO : 9 
<400> 10 

agaggatcag atagggtcca cagtt 

<210> 11 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Japanese encephalitis virus 
<220> 

<221> modif ied_base 
<222> (11) ... (11) 
<223> n = t or absent 

<400> 11 

yccyastmtw nyyccaggtr tcaa 

<210> 12 
<211> 23 
<212> DNA 

<213> Artificial Sequence 



25 



serogroup Primer 2 



3 



<220> 

<223> West Nile virus Primer 2 



<400> 12 

ycctagtcta tcccaggtrt caa 



23 



<210> 13 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Japanese encephalitis virus Primer 2 
<400> 13 

cccyastmta tyyccaggtg tcaa 24 

<210> 14 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Murray Valley encephalitis virus Primer 2 



<210> 15 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Example Primer 2, Japanese encephalitis virus serogroup 
amplification primer, region of conserved sequence in 3 T 
untranslated region of the genome of Japanese encephalitis 
virus serogroup, KY1129 



<210> 16 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of f laviviruses , KY1129 

<400> 16 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 17 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> complement to SEQ ID NO: 16 



<400> 14 

tcctagtctt ttcccaggtg tcaa 



24 



<400> 15 

tcctagtcta tcccaggtgt caa 



23 



4 



<400> 17 

ccgcggggtc tcctctaacc tctagtcc 



28 



<210> 18 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting f lavi viruses , oligonucleotide 
that hybridizes to conserved region of flaviviral 
nucleic acid 

<220> 

<221> modified_base 

<222> (25) . . . (25) 

<223> n = g, c, t, a or absent 

<220> 

<221> modif ied_base 

<222> (26) . . . (26) 

<223> n = c, t, g or absent 

<220> 

<221> modif ied_base 

<222> (27) . . . (28) 

<223> n = g, c, a, t or absent 

<400> 18 

ggwctagwgg ttagaggaga cccynnnn 28 

<210> 19 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Japanese encephalitis virus 
serogroup members 

<400> 19 

ggactagwgg ttagaggaga ccccrykk 28 

<210> 20 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting West Nile virus 
<400> 20 

ggactagwgg ttagaggaga ccccrcgk 28 

<210> 21 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Japanese encephalitis virus 



5 



<400> 21 

ggactagagg ttagaggaga ccccgygg 



28 



<210> 22 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Murray Valley encephalitis 
virus 

<400> 22 

ggactagagg ttagaggaga ccccactc 28 

<210> 23 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Kunjin virus 



<210> 24 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Dengue virus 
<400> 24 

ggactagagg ttagaggaga ccccyssv 28 

<210> 25 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting yellow fever virus 



<210> 26 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Montana myotis 
leukencephalitis virus 

<400> 26 

ggactagagg ttagaggaga ccccttcc 28 



<400> 23 

aataygtgga ttacatgast tcaytgaag 



29 



<400> 25 

ggtctagagg ttagaggaga ccctccag 



28 
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<210> 27 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> probe for detecting Modoc virus 
<400> 27 

ggactagagg ttgagggaga cccccggc 28 

<210> 28 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Example Probe 1, Japanese encephalitis virus 
serogroup amplification primer 

<400> 28 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 29 
<211> 418 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate BFS1750 



<400> 29 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

ttggcaaggc 

agaccccttg 



atgtcaggta 
tctggccgag 
gaggacgcaa 
catgccccag 
tgcgtgacca 
ccaaacccgc 
ccgttaacgc 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
tcgaagctgt 
aaacaacagc 



tctgtaacct 
ctcattccga 
agaaatgcca 
ttaacaaagc 
actagaggtt 
agagacgggg 
atattgacac 



<210> 30 
<211> 342 
<212> DNA 

<213> St. Louis encephalitis virus 



ggccccaggt 
ctcgggaggg 
cctgaaagca 
ttaacagccc 
agaggagacc 
gaaggactag 
ctggaaagac 



gactgggtta 60 
tccctagcac 120 
tgctaaaggt 180 
cagcggccca 240 
ccgctgcaac 300 
aggttagagg 360 
aggagatc 418 



<220> 

<223> 3' untranslated region of the genome of St. 
encephalitis virus (SLEV) isolate 1750-Std 



Louis 



<400> 30 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

tggcaaggcc 



atgtcaggta 
tctggccgag 
gaggacgcaa 
catgccccag 
tgcgtgacca 
caaacccgct 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
cgaagctgta 



tctgtaacct ggccccaggt gactgggtta 60 
ctcattccga ctcgggaggg tccctagcac 120 
agaaatgcca cctgaaagca tgctaaaggt 180 
ttaacaaagc ttaacagccc cagcggccca 240 
actagaggtt agaggagacc ccgcgcaact 300 



gagacggggg aa 



342 



7 



<210> 31 
<211> 418 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 T untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate TD6-4G 



<400> 31 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

tcggcaaggc 

agaccccttg 



atgtcaggta 
tctggccgag 
gaggacgcaa 
catgccccag 
tgcgtgacca 
ccaaacccgc 
ccgttaacgc 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
tcgaagctgt 
aaacaacagc 



cctgtaacct 
ctcattccga 
agaaatgcca 
ttaacaaagc 
actagaggtt 
agagatgggg 
atattgacac 



ggccccaggt 
ctcgggaggg 
cctgaaagca 
ttaacagccc 
agaggagacc 
gaaggactag 
ctggaaagac 



gactgggtta 60 
tccctggcac 120 
tgctaaaggt 180 
cagcggccca 240 
ccgctgcaac 300 
aggttagagg 360 
aggagatc 418 



<210> 32 
<211> 342 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 T untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate CoaV750 



<400> 32 

ttgccaccgg 

ccaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

tggcaaggcc 



atgtcaggta aacggtgctg cctgtaacct ggccccaggt gactgggtta 60 
tctggctgag tgcaaagccc ctcgttccga ttcgggaggg tccctggcac 120 
gaggacgcaa aagtcagacc agaaatgcca cctgaaagca tgctaaaggt 180 
catgccccag gaggactggg ttaacaaagc ttaacagccc cagcggccca 240 
tgcgtgacca tggcgtaagg actagaggtt agaggagacc ccgcgcaact 300 
aaaacccgct cgaagctgta gagatggggg aa 342 



<210> 33 
<211> 418 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3' untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate L695121.05 



<400> 33 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

ttggcaaggc 

agaccccttg 



atgtcaggta 
tccggctggg 
gaggacgcac 
catgccccag 
tgcgtgacca 
ccaaacccgc 
ccgttaacgc 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
tcgaagctgt 
aaacaacagc 



tctgtaacct 
ctcattccga 
agaaatgcca 
ttaacaaagc 
actagaggtt 
agagacgggg 
atattgacac 



ggccccaggt 
ctcgggaggg 
cctgaaagca 
ttaacagccc 
agaggagacc 
gaaggactag 
ctggaaagac 



gactgggtta 60 
tccctggcat 120 
tgctaaaggt 180 
cagcggccca 240 
ccgctgtaac 300 
aggttagagg 360 
aggagatc 418 



<210> 34 
<211> 418 
<212> DNA 

<213> St. Louis encephalitis virus 
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<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate TNM771K 



<220> 

<221> modif ied_base 
<222> (384) . . . (384) 
<223> n = g, a, c or t 



<400> 34 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

ttggcaaggc 

agaccccttg 



atgtcaggta 
tctggctggg 
gaggacgcac 
catgccccag 
agcgtgacca 
ccaaacccgc 
ccgttaacgc 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
tcgaagctgt 
aaanaacagc 



tctgtaacct 
ctcattccga 
agaaatgcca 
ttaacaaagc 
actagaggtt 
agagacgggg 
atattgacac 



ggccccaggt 
ctcgggaggg 
cctgaaagca 
ttaacagccc 
agaggagacc 
gaaggactag 
ctggaaagac 



gactgggtca 60 
tccctggcac 120 
tgctaaaggt 180 
cagcggccca 24 0 
ccgctgtaac 300 
aggttagagg 360 
aggagatc 418 



<210> 35 
<211> 418 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> 3 f untranslated region of the genome of St. 
encephalitis virus (SLEV) isolate MSI-7 



Louis 



<400> 35 

ttgccaccgg 

tcaaagccaa 

gtaggctgga 

gctgtctgta 

aaccatggag 

ttggcaaggc 

agaccccttg 



atgtcaggta 
tccggctggg 
gaggacgcac 
catgccccag 
tgcgtgacca 
ccaaacccgc 
ccgttaacgc 



aacggtgctg 
tgcaaagccc 
aagtcagacc 
gaggactggg 
tggcgtaagg 
tcaaagctgt 
aaacaacagc 



tctgtaacct 
ctcattccga 
agaaatgcca 
ttaacaaagc 
actagaggtt 
agagacgggg 
atattgacac 



ggccccaggc 
ctcgggaggg 
cctgaaagca 
ttaacagccc 
agaggagacc 
gaaggactag 
ctggaaagac 



gactgggtta 60 
tccctggcac 120 
tgctaaaggt 180 
cagcggccca 240 
ccgctgtaac 300 
aggttagagg 360 
aggagatc 418 



<210> 36 
<211> 405 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> 3 f untranslated region of the genome of St. 
encephalitis virus (SLEV) isolate Kern217 



Louis 



<400> 36 

ccggatgtca 

ccaacccggc 

tggagaggac 

tgtacatgcc 

ggagtgcgtg 

aggcccaaac 

cttgccgtta 



ggtaaacggt 
tgggtgcaaa 
gcacaagtca 
ccaggaggac 
accatggcgt 
ccgctcaaag 
acgcaaacaa 



gctgtctgta 
gcccctcatt 
gaccagaaat 
tgggttaaca 
aaggactaga 
ctgtagagac 
cagcatattg 



acctggcccc 
ccgactcggg 
gccacctgaa 
aagcttaaca 
ggttagagga 

gggggaagga 

acacctggaa 



aggtcactgg 
agggtccctg 
agcatgctaa 
gccccagcgg 
gaccccgctg 
ctagaggtta 
agaca 



gttatcaaag 60 
gcacgtaggc 120 
aggtgctgtc 180 
cccaaaccat 240 
taacttggca 300 
gaggagaccc 360 
405 



<210> 37 
<211> 375 
<212> DNA 

<213> St. Louis encephalitis virus 
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<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate CoaV608 



<400> 37 

cccaggcgac 

gggagggtcc 

gaaagcatgc 

acagccccag 

ggagaccccg 

ggactagagg 

gaaagacagg 



tgggttatca 
ctggcacgta 
taaaggtgct 
cggcccaaac 
ctgtaacttg 
ttagaggaga 
agate 



aagccaatcc 
ggctggagag 
gtctgtacat 
catggagtgc 
gcaaggccca 
ccccttgccg 



ggctgggtgc 
gaegcacaag 
gccccaggag 
gtgaccatgg 
aacccgctca 
ttaacgcaaa 



aaagcccctc 
tcagaccaga 
gactgggtta 
cgtaaggact 
aagctgtaga 
caacagcata 



attccgactc 60 
aatgccacct 120 
acaaagctta 180 
agaggttaga 240 
gaegggggaa 300 
ttgacacctg 360 
37 5 



<210> 38 
<211> 411 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate TBH-28 



<400> 38 

ttgccaccgg atgtcaggta aacggtgctg tctgtaacct ggccccaggt gactgggtta 60 
teaaagecaa cccggctggg tgcaaagccc ctcattccga ctegggaggg tccctggcac 120 
gtaggccgga gaggaegcac aagtcagacc agaaatgeca cctgaaagca tgctaaaggt 180 
gctgtctgta catgccccag gaggactggg ttaacaaagc ttaacagccc cagcggccca 240 
aaccatggag tgcgtgacca tggegtaagg actagaggtt agaggagacc ccgctgtaat 300 
ttggcaaggc ccaaacccgc tcgaagctgt agagaegggg gaaggactag aggttagagg 360 
agaccccttg ccgttaacgc aaacaacagc atattgacac ctggaaagac a 411 

<210> 39 
<211> 402 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate VR1265 



<400> 39 

ceggaagtea 

ccaatctggc 

tggageggae 

tgtacatgee 

ggagtgcgtg 

aggcccaaac 

cttgccgtca 



ggtaaacggt 
tgggtgcaaa 
gcacaagtca 
ccaggaggac 
accatggcgt 
ccgctcgaag 
aegcaaacaa 



gctgtctgta 
gcccctcatt 
gaccagaaat 
tgggttaaca 
aaggactaga 
ctgtagagac 
cagcatattg 



acctggcccc 
ccgactcggg 
gccacctgaa 
aagcttaaca 
ggttagagga 
gggggaagga 
acacctggaa 



aggtgactgg 
agggtccctg 
ageatgetaa 
gccccagcgg 
gaccccgctg 
ctagaggtta 
ag 



gttatcaaag 60 
geaegtagge 120 
aggtgctgtc 180 
cccaaaccat 24 0 
taacttggca 300 
gaggagaccc 360 
402 



<210> 40 
<211> 374 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> 3 1 untranslated region of the genome of St. Louis 
encephalitis virus (SLEV) isolate CoaV353 
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<400> 40 

cccaggtgac 

gggagggtcc 

gaaagcatgc 

acagccccag 

ggagaccccg 

ggactagagg 

gaaagacagg 



tgggttatca 
ctggcacgta 
taaaggtgct 
cggcccaaac 
ctgcaacttg 
ttagaggaga 
agat 



aagccaatct 
ggctggagag 
gtctgtacat 
catggagtgc 
gcaaggccca 
ccccttgccg 



agctgagtgc 
gacgcaaaag 
gccccaggag 
gtgaccatgg 
aacccgctcg 
ttaacgcaaa 



aaagcccctc 
tcagaccaga 
gactgggtta 
cgtaaggact 
aagctgtaga 
caacagcata 



attccgactc 60 
aatgccacct 120 
acaaagctta 180 
agaggttaga 240 
gacgggggaa 300 
ttgacacctg 360 
374 



<210> 41 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus consensus upstream primer 
<400> 41 

gagccccgtc caaggacgta aaaagaa 

<210> 42 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus consensus upstream primer 
<220> 

<221> modif ied_base 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-ciA 

<400> 42 

gagccccgtc caaggacgta aaaagan 

<210> 43 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus consensus upstream primer 



27 



27 



<220> 

<221> modified_base 
<222> (26) . . . (26) 
<223> n = methyl-dA 

<220> 

<221> modified_base 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-dA 

<400> 43 

gagccccgtc caaggacgta aaaagnn 27 

<210> 44 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Dengue virus type I upstream primer 
<400> 44 

gagccccgtc caaggacgta aaatgaa 

<210> 45 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus type I upstream primer 
<220> 

<221> modified_base 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-dA 

<400> 45 

gagccccgtc caaggacgta aaatgan 

<210> 46 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus type I upstream primer 
<220> 

<221> modif ied_base 
<222> (26) . . . (26) 
<223> n = methyl-dA 

<220> 

<221> modif ied_base 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-dA 

<400> 46 

gagccccgtc caaggacgta aaatgnn 

<210> 47 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus types II and III upstream primer 
<400> 47 

gagccccgtc caaggacgtt aaaagaa 

<210> 48 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus types II and III upstream primer 
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<220> 

<221> misc_f eature 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-dA 

<400> 48 

gagccccgtc caaggacgtt aaaagan 27 

<210> 49 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus types II and III upstream primer 
<220> 

<221> modif ied_base 
<222> (26) . . . (26) 
<223> n = methyl-dA 

<220> 

<221> modif ied_base 

<222> (27) . . . (27) 

<223> n = t-butyl-benzyl-dA 

<400> 49 

gagccccgtc caaggacgtt aaaagnn 27 

<210> 50 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus type IV upstream primer 
<400> 50 

attgaagtca ggccacttgt gcca 24 

<210> 51 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus type IV upstream primer 
<220> 

<221> modif ied_base 

<222> (24 ) . . . (24 ) 

<223> n = t-butyl-benzyl-dA 

<400> 51 

attgaagtca ggccacttgt gccn 24 

<210> 52 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Dengue virus type IV upstream primer 
<220> 

<221> modif ied_base 
<222> (23) . . . (23) 
<223> n = ethyl-dC 

<220> 

<221> modif ied_base 

<222> (24) . . . (24) 

<223> n = t-butyl-benzyl-dA 

<400> 52 

attgaagtca ggccacttgt gcnn 24 

<210> 53 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus downstream primer 

<400> 53 

gatctctggt ctttcccagc gtcaa 25 

<210> 54 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus downstream primer 
<220> 

<221> modif ied_base 

<222> (25) . . . (25) 

<223> n = t-butyl-benzyl-dA 

<400> 54 

gatctctggt ctttcccagc gtcan 25 

<210> 55 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Dengue virus downstream primer 
<220> 

<221> modif ied_base 
<222> (24) . . . (24) 
<223> n = methyl-dA 

<220> 

<221> modif ied_base 

<222> (25) . . . (25) 

<223> n = t-butyl-benzyl-dA 
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<400> 55 

gatctctggt ctttcccagc gtcnn 

<210> 56 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus upstream primer 
<400> 56 

aaccgggata aaaactacgg gtggagaa 

<210> 57 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus upstream primer 
<220> 

<221> modif ied_base 

<222> (28) . . . (28) 

<223> n = t-butyl-benzyl-dA 

<400> 57 

aaccgggata aaaactacgg gtggagan 

<210> 58 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus upstream primer 
<220> 

<221> modif ied_base 
<222> (27) ... (27) 
<223> n methyl-dA 

<220> 

<221> modif ied_base 

<222> (28) . . . (28) 

<223> n = t-butyl-benzyl-dA 

<400> 58 

aaccgggata aaaactacgg gtggagnn 

<210> 59 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus upstream primer 
<400> 59 

ataaaaacta cgggtggaga accgga 



<210> 60 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus upstream primer 
<220> 

<221> modif ied_base 

<222> (26) . . . (26) 

<223> n = t-butyl-benzyl-dA 

<400> 60 

ataaaaacta cgggtggaga accggn 26 

<210> 61 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus downstream primer 
<400> 61 

actccggtct ttccctggcg tcaa 24 

<210> 62 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus downstream primer 
<220> 

<221> modif ied_base 

<222> (24) . . . (24) 

<223> n = t-butyl-benzyl-dA 

<400> 62 

actccggtct ttccctggcg tcan 24 

<210> 63 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> yellow fever virus downstream primer 
<220> 

<221> modif ied_base 
<222> (23) . . . (23) 
<223> n = methyl-dA 

<220> 

<221> modif ied__base 

<222> (24) . . . (24) 

<223> n = t-butyl-benzyl-dA 



16 



<400> 63 

actccggtct ttccctggcg tcnn 
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<210> 64 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> St Louis encephalitis virus upstream primer 

<400> 64 

caaagcccct cattccgact cggga 25 

<210> 65 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> St Louis encephalitis virus upstream primer 
<220> 

<221> modif ied_base 

<222> (25) . . . (25) 

<223> n = t-butyl-benzyl-dA 

<400> 65 

caaagcccct cattccgact cgggn 25 

<210> 66 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> St Louis encephalitis virus downstream primer 
<400> 66 

tctcctgtct ttccaggtgt caa 23 

<210> 67 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> St Louis encephalitis virus downstream primer 
<220> 

<221> modif ied_base 

<222> (23) . . . (23) 

<223> n = t-butyl-benzyl-dA 

<400> 67 

tctcctgtct ttccaggtgt can 23 

<210> 68 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> St. Louis encephalitis virus (SLEV) first primer 
complement 



<400> 68 

ttgacacctg gaaagacagg aga 23 

<210> 69 
<211> 24 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> St. Louis encephalitis virus (SLEV) second primer 



<400> 69 

caaagcccct cattccgact cggg 24 

<210> 70 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> flavivirus anti-sense probe 
<400> 70 

gggtctcctc taacctctag tccttccccc 30 

<210> 71 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196835 region of 

conserved sequence in 3 1 untranslated region 

<400> 71 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 72 
<211> 105 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF196835 region of 

conserved sequence in 3 f untranslated region 

<400> 72 

tgactgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 73 
<211> 121 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF196835 region of 

conserved sequence in 3 f untranslated region 

<400> 73 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
gactgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 

<210> 74 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Example Primer 2, Japanese encephalitis virus 
serogroup amplification primer 

<400> 74 

tctcctagtc tatcccaggt gtcaa 25 

<210> 75 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> detectably-labeled oligonucleotide 
<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = g attached to 3 1 of deoxyribose phosphate backbone 

modified by 6-carboxyf luorescein (FAM) (I) attached to 3 T 
of oligonucleotide 5 1 GGTCTAGA3 1 , where 5' G is modified by 
Cy5 quencher (F) 

<400> 75 

ngttagagga gaccctccag 20 

<210> 76 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> fluorescent moiety-quencher moiety pair in probe 
variant of SEQ ID NO: 28 

<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = g attached to 3' of deoxyribose phosphate backbone 

modified by 6-carboxyf luorescein (FAM) (I) attached to 3' 
of oligonucleotide 5 1 GGACTAGA3 1 , where 5' G is modified by 
Cy5 quencher (F) 

<220> 

<221> modified_base 

<222> (20) . . . (20) 

<223> n = phosphorylated g 
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<400> 76 

ngttagagga gaccccgcgn 

<210> 77 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> fluorescent moiety-quencher moiety pair in probe 
variant of SEQ ID NO: 28 

<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = g attached to 3 ' of deoxyribose phosphate backbone 
modified by 6-carboxyfluorescein (FAM) (I) attached to 
of oligonucleotide 5 1 GGA-5-methyl-dC-propynyl-dU-AGA3 1 , 
where 5 1 G is modified by Cy5 quencher (F) 

<220> 

<221> modif ied_base 

<222> (3) ... (4) 

<223> n = propynyl-dU 

<220> 

<221> modif ied_base 
<222> (13) ... (18) 
<223> n = 5-methyl-dC 

<220> 

<221> modif ied_base 

<222> (20) ... (20) 

<223> n = phosphorylated g 

<400> 77 

ngnnagagga gannnngngn 

<210> 78 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> fluorescent moiety-quencher moiety pair in probe 
variant of SEQ ID NO: 70 

<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = t attached to 3' of deoxyribose phosphate backbone 
modified by 6-carboxyf luorescein (FAM) (I) attached to 
of oligonucleotide 5 ' GGGTCTCC3 1 , where 5 1 G is modified 
Cy5 quencher (F) 

<220> 

<221> modif ied_base 

<222> (22) . . . (22) 

<223> n = phosphorylated c 
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<400> 78 

nctaacctct agtccttccc cn 
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<210> 79 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> fluorescent moiety-quencher moiety pair in probe 
variant of SEQ ID NO: 70 

<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = propynyl-dU attached to 3 1 of deoxyribose phosphate backbone 
modified by 6-carboxyf luorescein (FAM) (I) attached to 3' of 
oligonucleotide 5 1 GGG-propynyl-dU-5-methyl-dC-propynyl-dU-5-methyl- 
dC-5-methyl-dC3 1 , where 5* G is modified by Cy5 quencher (F) 

<220> 

<221> modif ied_base 

<222> (2) ... (2) 

<223> n = 5-methyl-dC 

<220> 

<221> modif iedjoase 

<222> (3) . . . (3) 

<223> n = propynyl-dU 

<220> 

<221> modif ied_base 

<222> (22) . . . (22) 

<223> n = phosphorylated c 

<400> 79 

nnnaacctct agtccttccc cn 22 

<210> 80 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> fluorescent moiety-quencher moiety pair in probe 
variant of SEQ ID NO: 25 

<220> 

<221> modif ied_base 
<222> (1) ... (1) 

<223> n = g attached to 3 1 of deoxyribose phosphate backbone 

modified by 6-carboxyf luorescein (FAM) (I) attached to 3' 
of oligonucleotide 5 1 GGTCTAGA3 1 , where 5' G is modified by 
Cy5 quencher (F) 

<220> 

<221> modif ied_base 

<222> (20) . . . (20) 

<223> n = phosphorylated g 
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<400> 80 

ngttagagga gaccctccan 



20 



<210> 81 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF260968 region of 

conserved sequence in 3 T untranslated region 

<400> 81 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 82 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF260969 region of 

conserved sequence in 3 1 untranslated region 

<400> 82 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 83 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF481864 region of 

conserved sequence in 3 1 untranslated region 

<400> 83 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 84 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain M12294 region of 

conserved sequence in 3 1 untranslated region 

<400> 84 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 85 
<211> 98 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF206518 region of 

conserved sequence in 3 1 untranslated region 

<400> 85 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 86 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF317203 region of 

conserved sequence in 3 1 untranslated region 

<400> 86 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 87 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF202541 region of 

conserved sequence in 3 1 untranslated region 

<400> 87 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 88 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404757 region of 

conserved sequence in 3 1 untranslated region 

<400> 88 

caaccccagg aggactgggt gaacaaagcc gtgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 89 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404753 region of 

conserved sequence in 3 1 untranslated region 

<400> 89 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 
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<210> 90 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404754 region of 

conserved sequence in 3 1 untranslated region 

<400> 90 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 91 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404755 region of 

conserved sequence in 3 T untranslated region 

<400> 91 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 92 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404756 region of 

conserved sequence in 3 f untranslated region 

<400> 92 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 93 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF017254 region of 

conserved sequence in 3 1 untranslated region 

<400> 93 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 94 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain L48977 region of 

conserved sequence in 3' untranslated region 
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<400> 94 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag caggacccca cgtgctttag cctcaaag 98 



<210> 95 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196536 region of 

conserved sequence in 3 1 untranslated region 

<400> 95 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 96 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196537 region of 

conserved sequence in 3 1 untranslated region 

<400> 96 

caaccccagg aggactgggt gaacaaagct gcggagcgat ccatgtaagc cctcagaacc 60 
gtctcggaag taggacccca catgttgtag ctccaaag 98 

<210> 97 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196538 region of 

conserved sequence in 3 1 untranslated region 

<400> 97 

caaccccagg aggactgggt gaacaaagct gcggagcgat ccatgtaagc cctcagaacc 60 
gtctcggaag taggacccca catgttgtag ttccaaag 98 

<210> 98 
<211> 98 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF196540 region of 

conserved sequence in 3 T untranslated region 

<400> 98 

caaccccagg aggactgggt gaacaaagct gcggagcgat ccatgtaagc cctcagaacc 60 
gtctcggaag taggacccca catgttgtag ttccaaag 98 

<210> 99 
<211> 98 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF196541 region of 

conserved sequence in 3 1 untranslated region 

<400> 99 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 100 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF196542 region of 

conserved sequence in 3 1 untranslated region 

<400> 100 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 101 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196543 region of 

conserved sequence in 3 1 untranslated region 

<400> 101 

caaccccagg aggactgggt taccaaagcc gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca cgtgttttag cctcaagg 98 

<210> 102 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF297840 region of 

conserved sequence in 3 T untranslated region 

<400> 102 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 103 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF458343 region of 

conserved sequence in 3 1 untranslated region 

<400> 103 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc ccccagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaagg 98 
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<210> 104 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF458344 region of 

conserved sequence in 3 1 untranslated region 

<400> 104 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 105 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458347 region of 

conserved sequence in 3 1 untranslated region 

<400> 105 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 106 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458348 region of 

conserved sequence in 3* untranslated region 

<400> 106 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 107 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458350 region of 

conserved sequence in 3 1 untranslated region 

<400> 107 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 108 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF458352 region of 

conserved sequence in 3 1 untranslated region 
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<400> 108 

caaccccagg aggactgggt gaacaaagct gcggagcgat ccatgtaagc cctcagaacc 60 
gcctcggaag taggacccca catgttgtag ttycaaag 98 

<210> 109 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458353 region of 

conserved sequence in 3 1 untranslated region 

<400> 109 

caaccccagg aggactgggt gaacaaagct gcggagcgat ccatgtaagc cctcagaacc 60 
gtctcggaag taggacccca catgttgtag ttccaaag 98 

<210> 110 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458355 region of 

conserved sequence in 3' untranslated region 

<400> 110 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 111 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458358 region of 

conserved sequence in 3' untranslated region 

<400> 111 

caaccccagg aggactgggt taccaaagcc gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca cgtgttttag cctcaagg 98 

<210> 112 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458360 region of 

conserved sequence in 3 1 untranslated region 

<400> 112 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 113 
<211> 98 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF458361 region of 

conserved sequence in 3 1 untranslated region 



<400> 113 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 114 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF208017 region of 

conserved sequence in 3 1 untranslated region 



<400> 114 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 



<210> 115 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF196539 region of 

conserved sequence in 3 1 untranslated region 

<400> 115 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 116 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF196535 region of 

conserved sequence in 3 T untranslated region 

<400> 116 

caaccccagg aggactgggt gaccaaagcc gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaagg 98 



<210> 117 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF458359 region of 

conserved sequence in 3 1 untranslated region 

<400> 117 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 
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<210> 118 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF458357 region of 

conserved sequence in 3 T untranslated region 

<400> 118 

caaccccagg aggactgggt gaccaaagcc gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 119 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458354 region of 

conserved sequence in 3 T untranslated region 

<400> 119 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 120 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458349 region of 

conserved sequence in 3 1 untranslated region 

<400> 120 

caaccccagg aggactgggt gaccaaacct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 121 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458345 region of 

conserved sequence in 3 T untranslated region 

<400> 121 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag gaggacccca cgtgctttag cctcaaag 98 

<210> 122 
<211> 99 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF458346 region of 

conserved sequence in 3' untranslated region 
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<400> 122 

caaccccagg aggactgggt gaccaaagct gcgaggtgat ccacgtaagc ctctcagaac 60 
cgtttcggaa ggaggacccc acgtgcttta gccccaaag 99 



<210> 123 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF533540 region of 

conserved sequence in 3 T untranslated region 

<400> 123 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 124 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY187012 region of 

conserved sequence in 3 T untranslated region 

<400> 124 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 125 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY187013 region of 

conserved sequence in 3' untranslated region 

<400> 125 

caaccccagg aggactgggt gaacaaagcc gcgaggtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 126 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY187014 region of 

conserved sequence in 3 1 untranslated region 

<400> 126 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 127 
<211> 98 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AY187015 region of 

conserved sequence in 3 1 untranslated region 

<400> 127 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 128 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY262283 region of 

conserved sequence in 3 T untranslated region 

<400> 128 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 129 
<211> 92 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY277251 region of 

conserved sequence in 3 T untranslated region 

<400> 129 

caaccccagg aggactggga tatcaaagcc atggagcgat ccacgtaagc cctcaatacc 60 
gtttcggaac gaggacccca cgtgttgtag ct 92 

<210> 130 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY277252 region of 

conserved sequence in 3 f untranslated region 

<400> 130 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 131 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY278441 region of 

conserved sequence in 3' untranslated region 

<400> 131 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 
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<210> 132 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY278442 region of 

conserved sequence in 3' untranslated region 

<400> 132 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 



<210> 133 
<211> 98 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY268132 region of 

conserved sequence in 3 T untranslated region 

<400> 133 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcaaaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 134 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY268133 region of 

conserved sequence in 3 ? untranslated region 

<400> 134 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 135 
<211> 98 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY490240 region of 

conserved sequence in 3 1 untranslated region 

<400> 135 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaag gaggacccca catgttgtaa cttcaaag 98 

<210> 136 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain D0024 6 region of conserved 
sequence in 3 1 untranslated region 
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<400> 136 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 137 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AY274504 region of conserved 
sequence in 3 f untranslated region 

<400> 137 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 138 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AY274505 region of conserved 
sequence in 3 f untranslated region 

<400> 138 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 139 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain L4 9311 region of conserved 
sequence in 3 f untranslated region 

<400> 139 

caaccccagg aggactgggt gaacaaagct gcgaggtgat ccacgtaagc cctcagaacc 60 
gtctcggaag aaggacccca cgtgttttag cctcaagg 98 



<210> 140 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain L48978 region of conserved 
sequence in 3 T untranslated region 

<400> 140 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 141 

<211> 98 

<212> DNA 

<213> Kunjin virus 
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<220> 

<223> Kunjin virus strain L48979 region of conserved 
sequence in 3 T untranslated region 

<400> 141 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 142 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AF297840 region of conserved 
sequence in 3 T untranslated region 

<400> 142 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 143 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297841 region of conserved 
sequence in 3 1 untranslated region 

<400> 143 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 144 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297842 region of conserved 
sequence in 3 1 untranslated region 

<400> 144 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 145 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AF297843 region of conserved 
sequence in 3 1 untranslated region 

<400> 145 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



35 



<210> 146 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297844 region of conserved 
sequence in 3 f untranslated region 

<400> 146 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 147 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297845 region of conserved 
sequence in 3 f untranslated region 

<400> 147 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 148 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF29784 6 region of conserved 
sequence in 3 1 untranslated region 

<400> 148 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca cattttgtag cttcaagg 98 

<210> 149 
<211> 98 
<212> DNA 

<213> Kunjin virus 
<220> 

<223> Kunjin virus strain AF297847 region of conserved 
sequence in 3' untranslated region 

<400> 149 

caaccccagg atgactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 150 
<211> 98 
<212> DNA 

<213> Kunjin virus 
<220> 

<223> Kunjin virus strain AF297848 region of conserved 
sequence in 3 1 untranslated region 
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<400> 150 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 151 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF29784 9 region of conserved 
sequence in 3 1 untranslated region 

<400> 151 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 152 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297850 region of conserved 
sequence in 3 1 untranslated region 

<400> 152 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 153 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297851 region of conserved 
sequence in 3 1 untranslated region 

<400> 153 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcgggta gaggacgcga catgttgtag cagcaagc 98 

<210> 154 
<211> 98 
<212> DNA 

<213> Kunjin virus 
<220> 

<223> Kunjin virus strain AF297852 region of conserved 
sequence in 3 1 untranslated region 

<400> 154 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 155 
<211> 98 
<212> DNA 

<213> Kunjin virus 
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<220> 

<223> Kunjin virus strain AF297853 region of conserved 
sequence in 3 T untranslated region 

<400> 155 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 156 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297854 region of conserved 
sequence in 3 1 untranslated region 

<400> 156 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaaga 98 

<210> 157 

<211> 98 

<212> DNA 

<213> Kunj in virus 

<220> 

<223> Kunjin virus strain AF297855 region of conserved 
sequence in 3 f untranslated region 

<400> 157 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 158 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297856 region of conserved 
sequence in 3 1 untranslated region 

<400> 158 

caaccccagg gggactgggt gatcaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 159 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF297857 region of conserved 
sequence in 3 1 untranslated region 

<400> 159 

caaccccagg aggactgggt gaacaaagcc gcgaagtgat ccatgtaagc cgtcagaacc 60 
gtctcggaaa gaggacccca ccctttgtag attcaagg 98 
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<210> 160 

<211> 98 

<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AF297858 region of conserved 
sequence in 3 1 untranslated region 

<400> 160 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 161 
<211> 98 
<212> DNA 

<213> Kunjin virus 
<220> 

<223> Kunjin virus strain AF297859 region of conserved 
sequence in 3' untranslated region 

<400> 161 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 162 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AF458351 region of conserved 
sequence in 3 1 untranslated region 

<400> 162 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcgggaa gaggacccca catgttgtag cttcaagg 98 



<210> 163 
<211> 98 
<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AF458356 region of conserved 
sequence in 3' untranslated region 

<400> 163 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gcctcggaaa gaggacccca catgttgtag cttcaagg 98 

<210> 164 

<211> 98 

<212> DNA 

<213> Kunjin virus 

<220> 

<223> Kunjin virus strain L24512 region of conserved 
sequence in 3 1 untranslated region 
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<400> 164 

caaccccagg aggactgggt gaacaaagct gcgaagtgat ccatgtaagc cctcagaacc 60 
gtctcggaaa gaggacccca catgttgtag cttcaagg 98 



<210> 165 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AB051292 region 
of conserved sequence in 3 1 untranslated region 

<400> 165 

cagttccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gcgcaccgga agttgaaag 99 

<210> 166 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF014160 region 
of conserved sequence in 3 T untranslated region 

<400> 166 

cagtcccagg aggactgggt taacaaatct gacaatagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 167 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF014161 region 
of conserved sequence in 3' untranslated region 

<400> 167 

cagtcccagg aggactgggt taacaaatct gacaatagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 168 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF045551 region 
of conserved sequence in 3 T untranslated region 

<400> 168 

cagttccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcaccgga agttgaaag 99 

<210> 169 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain AF069076 region 
of conserved sequence in 3 1 untranslated region 

<400> 169 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 170 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF075723 region 
of conserved sequence in 3 1 untranslated region 

<400> 170 

cagtcccagg cggactgggt taacaaatct gacaacagag agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaaag 99 

<210> 171 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF080251 region 
of conserved sequence in 3 1 untranslated region 

<400> 171 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcggaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttgaaag 99 

<210> 172 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098735 region 
of conserved sequence in 3 T untranslated region 

<400> 172 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 173 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098736 region 
of conserved sequence in 3' untranslated region 

<400> 173 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaaag 99 
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<210> 174 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098737 region 
of conserved sequence in 3 f untranslated region 

<400> 174 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 175 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF217620 region 
of conserved sequence in 3 T untranslated region 

<400> 175 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 176 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF2214 99 region 
of conserved sequence in 3 1 untranslated region 

<400> 176 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 177 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF221500 region 
of conserved sequence in 3 T untranslated region 

<400> 177 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 178 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF254452 region 
of conserved sequence in 3 1 untranslated region 
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<400> 178 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 



<210> 179 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF254453 region 
of conserved sequence in 3 ! untranslated region 

<400> 179 

cagtcccaga aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 

<210> 180 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF315119 region 
of conserved sequence in 3 ' untranslated region 

<400> 180 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
tgtctcggaa gtaggtccct gctcactgga agttgaaag 99 



<210> 181 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF416457 region 
of conserved sequence in 3 1 untranslated region 

<400> 181 

cagtcccagg aggactgggt taacaaatct gacaacaaaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 182 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF486638 region 
of conserved sequence in 3 T untranslated region 

<400> 182 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcactgga agttgaagg 99 



<210> 183 
<211> 99* 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain U14163 region 
of conserved sequence in 3 1 untranslated region 

<400> 183 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 184 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain U15763 region 
of conserved sequence in 3 T untranslated region 

<400> 184 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 185 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L48961 region 
of conserved sequence in 3 1 untranslated region 

<400> 185 

cagtcccagg aggactgggt taacaaatct gacaacggaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 186 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain U47032 region 
of conserved sequence in 3 ! untranslated region 

<400> 186 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 187 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain M18370 region 
of conserved sequence in 3 T untranslated region 

<400> 187 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 
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<210> 188 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain M55506 region 
of conserved sequence in 3 1 untranslated region 

<400> 188 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 189 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain D90195 region 
of conserved sequence in 3 1 untranslated region 

<400> 189 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 190 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain D90194 region 
of conserved sequence in 3 1 untranslated region 

<400> 190 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 191 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF311748 region 
of conserved sequence in 3 1 untranslated region 

<400> 191 

cagtcccagg aggactgggt taacaaatct gacaacagaa agtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcactgga agttgaaag 99 

<210> 192 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF092550 region 
of conserved sequence in 3 T untranslated region 
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<400> 192 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 193 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF092552 region 
of conserved sequence in 3 1 untranslated region 

<400> 193 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 194 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF092553 region 
of conserved sequence in 3' untranslated region 

<400> 194 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 195 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF139531 region 
of conserved sequence in 3 1 untranslated region 

<400> 195 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 196 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF148900 region 
of conserved sequence in 3 1 untranslated region 

<400> 196 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 197 
<211> 52 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain AF148901 region 
of conserved sequence in 3 T untranslated region 

<400> 197 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag cc 52 

<210> 198 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF148902 region 
of conserved sequence in 3 1 untranslated region 

<400> 198 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 199 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF218068 region 
of conserved sequence in 3 1 untranslated region 

<400> 199 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 200 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF289816 region 
of conserved sequence in 3 f untranslated region 

<400> 200 

cagtcccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttgaaag 99 

<210> 201 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF318291 region 
of conserved sequence in 3 1 untranslated region 

<400> 201 

cagtcccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttgaaag 99 
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<210> 202 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L48967 region 
of conserved sequence in 3 ! untranslated region 

<400> 202 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 203 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L48968 region 
of conserved sequence in 3 ? untranslated region 

<400> 203 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaac ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 204 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY184212 region 
of conserved sequence in 3' untranslated region 

<400> 204 

cagtcccagg aggactgggt caacaaatct gacaacggag agtgagaaag ccctcagaac 60 
cgtctcggaa gaaggtccct gctcactgga tgttggaag 99 

<210> 205 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY251616 region 
of conserved sequence in 3 f untranslated region 

<400> 205 

cagtcccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttgaaag 99 

<210> 206 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY278556 region 
of conserved sequence in 3' untranslated region 



48 



<400> 206 

cagttccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gcaggtccct gctcaccgga agttgaaag 99 

<210> 207 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY316157 region 
of conserved sequence in 3 f untranslated region 

<400> 207 

cagttccagg aggactgggt taacaaatct gacaacggaa ggtgggaaag ccctcaaaac 60 
cgtctcggaa gcaggtccct gctcaccgga agttgaaag 99 

<210> 208 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54067 region 
of conserved sequence in 3 f untranslated region 

<400> 208 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 209 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54068 region 
of conserved sequence in 3 f untranslated region 

<400> 209 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 210 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54069 region 
of conserved sequence in 3 1 untranslated region 

<400> 210 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 211 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain L54070 region 
of conserved sequence in 3 f untranslated region 

<400> 211 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 212 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54071 region 
of conserved sequence in 3' untranslated region 

<400> 212 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 213 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54072 region 
of conserved sequence in 3 1 untranslated region 

<400> 213 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 214 

<211> 99 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54122 region 
of conserved sequence in 3* untranslated region 

<400> 214 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 

<210> 215 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L54123 region 
of conserved sequence in 3' untranslated region 

<400> 215 

cagttccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcagaac 60 
cgtctcggaa gtaggtccct gctcaccgga agttggaag 99 
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<210> 216 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306514 region 
of conserved sequence in 3 ! untranslated region 

<400> 216 

cagttccagg aggactgggt taacaaattt gacaacggaa ggtgggaaag ccctcagaac 60 
cgtctcggaa gctcctccct tctcaccgga agttgaaag 99 

<210> 217 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306515 region 
of conserved sequence in 3 1 untranslated region 

<400> 217 

cagtcccagg aggagtgggt caacaaattt gacaacagaa agtgagaaag ccctcagaac 60 
cgtttcggaa gtaggtccct tctcactgga agttgaaag 99 

<210> 218 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306516 region 
of conserved sequence in 3 1 untranslated region 

<400> 218 

cattcccagg aggactgggt taacaaattt gacaacagaa agtgagaaag ccctcagaac 60 
cgtttcggaa gtaggtccct tctcactgga agttgaaag 99 

<210> 219 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306517 region 
of conserved sequence in 3' untranslated region 

<400> 219 

cagtcccagg aggactgggt taacaaatct gacaacagaa ggtgagaaag ccctcaaaac 60 
cgtttcggaa gtaggtccct tctcactgga agttgaaag 99 

<210> 220 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain BFS1750-C 

region of conserved sequence in 3 1 untranslated 
region 
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<400> 220 

tggccccagg tgactgggtt atcaaagcca atctggccga gtgcaaagcc cctcattccg 60 
actcgggagg gtccctagca cgtaggctgg agaggac 97 

<210> 221 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain 1750-Std 

region of conserved sequence in 3 1 untranslated 
region 

<400> 221 

tggccccagg tgactgggtt atcaaagcca atctggccga gtgcaaagcc cctcattccg 60 
actcgggagg gtccctagca cgtaggctgg agaggac 97 

<210> 222 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TD6-4G-C 

region of conserved sequence in 3 1 untranslated 
region 

<400> 222 

tggccccagg tgactgggtt atcaaagcca atctggccga gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agaggac 97 

<210> 223 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TD6-4G-20 

region of conserved sequence in 3 T untranslated 
region 

<400> 223 

tggccccagg tgactgggtt atcaaagcca atctggccga gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agaggac 97 

<210> 224 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain CoaV750 

region of conserved sequence in 3 T untranslated 
region 

<400> 224 

tggccccagg tgactgggtt accaaagcca atctggctga gtgcaaagcc cctcgttccg 60 
attcgggagg gtccctggca cgtaggctgg agaggac 97 
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<210> 225 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain L695121.05 
region of conserved sequence in 3 1 untranslated 
region 

<400> 225 

tggccccagg tgactgggtt atcaaagcca atccggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca tgtaggctgg agaggac 97 

<210> 226 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TNM771K-C 

region of conserved sequence in 3 1 untranslated 
region 

<400> 226 

tggccccagg tgactgggtc atcaaagcca atctggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agaggac 97 

<210> 227 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain MSI-7-C 

region of conserved sequence in 3 1 untranslated 
region 

<400> 227 

tggccccagg cgactgggtt atcaaagcca atccggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agaggac 97 

<210> 228 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain Kern217 

region of conserved sequence in 3' untranslated 
region 

<400> 228 

tggccccagg cgactgggtt atcaaagcca acccggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agaggac 97 

<210> 229 
<211> 93 
<212> DNA 

<213> St. Louis encephalitis virus 
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<220> 

<223> St. Louis encephalitis virus strain CoaV608 

region of conserved sequence in 3 f untranslated 
region 

<400> 229 

cccaggcgac tgggttatca aagccaatcc ggctgggtgc aaagcccctc attccgactc 60 
gggagggtcc ctggcacgta ggctggagag gac 93 

<210> 230 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TBH-28 

region of conserved sequence in 3 1 untranslated 
region 

<400> 230 

tggccccagg tgactgggtt atcaaagcca acccggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggccgg agaggac 97 

<210> 231 
<211> 97 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain VR1265 

region of conserved sequence in 3 1 untranslated 
region 

<400> 231 

tggccccagg tgactgggtt atcaaagcca atctggctgg gtgcaaagcc cctcattccg 60 
actcgggagg gtccctggca cgtaggctgg agcggac 97 

<210> 232 
<211> 93 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain CoaV353 

region of conserved sequence in 3' untranslated 
region 

<400> 232 

cccaggtgac tgggttatca aagccaatct agctgagtgc aaagcccctc attccgactc 60 
gggagggtcc ctggcacgta ggctggagag gac 93 

<210> 233 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain VR77 

region of conserved sequence in 3 1 untranslated 
region 
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<400> 233 

caaccccagg aggactgggt taccaaagct gattctccac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc ctgccaacaa tggagatgaa 100 

<210> 234 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain AF161266 
region of conserved sequence in 3* untranslated 
region 

<400> 234 

caaccccagg aggactgggt taccaaagct gattctccac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc ctgccaacaa tggagatgaa 100 

<210> 235 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain M35172 
region of conserved sequence in 3 1 untranslated 
region 

<400> 235 

caaccccagg aggactgggt taccaaagct gattctccac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc ctgccaacaa tggagatgaa 100 

<210> 236 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain L48972 
region of conserved sequence in 3 ? untranslated 
region 

<400> 236 

caaccccagg aggactgggt taccaaagct gattctccac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc ctcccaacaa tggagatgaa 100 

<210> 237 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain L48973 
region of conserved sequence in 3' untranslated 
region 

<400> 237 

caaccccagg aggactgggt taccaaagct gattttccac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc ctgccaacaa tggagatgaa 100 
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<210> 238 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain L48974 
region of conserved sequence in 3 1 untranslated 
region 

<400> 238 

caaccccagg aggactgggt taccaaagct gactctctac ggttggaaag cctcccagac 60 
ccgtctcgga agaggagccc ctgccaacaa tggagatgaa 100 

<210> 239 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain L48975 
region of conserved sequence in 3' untranslated 
region 

<400> 239 

caaccccagg aggactgggt taccaaaact gactctctac ggttggaaag cctcccagaa 60 
ccgtctcgga agaggagtcc cttccaacaa tggagatgaa 100 

<210> 240 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain L48976 
region of conserved sequence in 3 1 untranslated 
region 

<400> 240 

caaccccagg aggactgggt taccaaagct gattctccac ggttggaaag cctcccagaa 60 
ccgtttcgga agaggagtcc ctgctaacaa tggagatgaa 100 



<210> 241 
<211> 98 
<212> DNA 

<213> Koutango virus 



<220> 

<223> Koutango virus strain L48980 region of conserved 
sequence in 3' untranslated region 

<400> 241 

caaccccagg aggactgggt caacaaatct gcgaggagat ccacgtaatc cctcagaacc 60 
gtctcggaag gaggacccca cgtgttttat tctcaaag 98 

<210> 242 
<211> 105 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF260967 region of 

conserved sequence in 3 T untranslated region 

<400> 242 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 



<210> 243 
<211> 105 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF260968 region of 

conserved sequence in 3 1 untranslated region 

<400> 243 

tgactgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 244 
<211> 105 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF260969 region of 

conserved sequence in 3 1 untranslated region 

<400> 244 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 245 
<211> 105 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF481864 region of 

conserved sequence in 3 1 untranslated region 

<400> 245 

tgactgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 



<210> 246 
<211> 103 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain M12294 region of 

conserved sequence in 3' untranslated region 

<400> 246 

tggctgaagc tgtaagccaa gggaaggact agaggttaga ggagaccccg tgccaaaaac 60 
accaaaagaa acagcatatt gacacctggg atagactagg gga 103 
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<210> 247 

<211> 105 

<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF206518 region of 

conserved sequence in 3 1 untranslated region 

<400> 247 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 248 

<211> 105 

<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF317203 region of 

conserved sequence in 3' untranslated region 

<400> 248 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 249 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF202541 region of 

conserved sequence in 3 T untranslated region 

<400> 249 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 250 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF404757 region of 

conserved sequence in 3 f untranslated region 

<400> 250 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 251 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF404753 region of 

conserved sequence in 3 ? untranslated region 
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<400> 251 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 



<210> 252 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF404754 region of 

conserved sequence in 3 1 untranslated region 

<400> 252 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 253 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF404755 region of 

conserved sequence in 3 T untranslated region 

<400> 253 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 254 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF404756 region of 

conserved sequence in 3' untranslated region 

<400> 254 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 255 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AF017254 region of 

conserved sequence in 3 T untranslated region 

<400> 255 

tgactgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgatacctg ggatagacta ggaga 105 

<210> 256 
<211> 105 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF533540 region of 

conserved sequence in 3 1 untranslated region 

<400> 256 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 257 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY262283 region of 

conserved sequence in 3 1 untranslated region 

<400> 257 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccgcaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 258 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY278441 region of 

conserved sequence in 3 T untranslated region 

<400> 258 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 259 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY268132 region of 

conserved sequence in 3' untranslated region 

<400> 259 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 

<210> 260 
<211> 105 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY268133 region of 

conserved sequence in 3' untranslated region 

<400> 260 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccacaaaa 60 
caccacaaca aaacagcata ttgacacctg ggatagacta ggaga 105 
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<210> 261 
<211> 105 
<212> DNA 
<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AY274504 region of conserved 
sequence in 3 T untranslated region 

<400> 261 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccgcaaaa 60 
caccacaaca acacagcata ttgacacctg ggatagacta ggaga 105 

<210> 262 
<211> 105 
<212> DNA 
<213> Kunjin virus 

<220> 

<223> Kunjin virus strain AY274505 region of conserved 
sequence in 3 1 untranslated region 

<400> 262 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccgcaaaa 60 
caccacaaca acacagcata ttgacacctg ggatagacta ggaga 105 

<210> 263 
<211> 105 
<212> DNA 
<213> Kunjin virus 

<220> 

<223> Kunjin virus strain L24512 region of conserved 
sequence in 3 1 untranslated region 

<400> 263 

tggctgaagc tgtaggtcag gggaaggact agaggttagt ggagaccccg tgccgcaaaa 60 
caccacaaca acacagcata ttgacacctg ggatagacta ggaga 105 

<210> 264 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AB051292 region 
of conserved sequence in 3 ' untranslated region 

<400> 264 

cccctcgaag ctgtggagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaaacagc atattgacac ctgggaatag actgggaga 99 

<210> 265 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF014160 region 
of conserved sequence in 3 1 untranslated region 
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<400> 265 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 



<210> 266 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus 
of conserved sequence in 3 1 

<400> 266 

cccctcgaag ctgtagagga ggtggaagga 
tcaaacagca tattgacacc tgggaataga 

<210> 267 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 



strain AF014161 region 
untranslated region 



ctagaggtta gaggagaccc cgcatttgca 60 
ctgggaga 98 



<220> 

<223> Japanese encephalitis virus strain AF045551 region 
of conserved sequence in 3' untranslated region 

<400> 267 

cccctcgaag ctgtagagga ggtgtaagga atagaggtta gaggagaccc cgcaatttgc 60 
atcaaacagc atattgacac ctgggaatag agtgggaga 99 

<210> 268 

<211> 98 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF06907 6 region 
of conserved sequence in 3* untranslated region 

<400> 268 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 269 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF075723 region 
of conserved sequence in 3 1 untranslated region 

<400> 269 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 270 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain AF080251 region 
of conserved sequence in 3 1 untranslated region 

<400> 270 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 271 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098735 region 
of conserved sequence in 3' untranslated region 

<400> 271 

ctcctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 272 

<211> 98 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098736 region 
of conserved sequence in 3 1 untranslated region 

<400> 272 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 273 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF098737 region 
of conserved sequence in 3 f untranslated region 

<400> 273 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tggagataga ctgggaga 98 

<210> 274 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF217 620 region 
of conserved sequence in 3 1 untranslated region 

<400> 274 

ttcctcgaag ctgtagagga agtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 
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<210> 275 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF2214 99 region 
of conserved sequence in 3 1 untranslated region 

<400> 275 

ctcctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 276 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF221500 region 
of conserved sequence in 3 1 untranslated region 

<400> 276 

ctcctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 277 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF254452 region 
of conserved sequence in 3 T untranslated region 

<400> 277 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 278 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF254453 region 
of conserved sequence in 3 f untranslated region 

<400> 278 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 279 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF315119 region 
of conserved sequence in 3 1 untranslated region 
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<400> 279 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 



<210> 280 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF416457 region 
of conserved sequence in 3 1 untranslated region 

<400> 280 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 281 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF486638 region 
of conserved sequence in 3 1 untranslated region 

<400> 281 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaatata ctgggaga 98 

<210> 282 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain U14163 region 
of conserved sequence in 3" untranslated region 

<400> 282 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 283 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain U15763 region 
of conserved sequence in 3 1 untranslated region 

<400> 283 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 284 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain L48961 region 
of conserved sequence in 3 r untranslated region 

<400> 284 

ctcctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 285 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain U47032 region 
of conserved sequence in 3 1 untranslated region 

<400> 285 

cccctcgaag ctgtagagga ggtggaggga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctaggaga 98 

<210> 286 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain M18370 region 
of conserved sequence in 3 1 untranslated region 

<400> 286 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 287 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain M55506 region 
of conserved sequence in 3' untranslated region 

<400> 287 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 288 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain L78128 region 
of conserved sequence in 3 1 untranslated region 

<400> 288 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 
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<210> 289 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain D90195 region 
of conserved sequence in 3 T untranslated region 



<400> 289 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 290 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain D90194 region 
of conserved sequence in 3 1 untranslated region 

<400> 290 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 291 

<211> 98 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF311748 region 
of conserved sequence in 3' untranslated region 

<400> 291 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 292 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY184212 region 
of conserved sequence in 3 1 untranslated region 

<400> 292 

cccttcgaag ctgtagaaga ggtggaagga ctagaggtta gaggagaccc cgcatctgca 60 
tcaaacagca tattgacacc tgggaataga ctaggaga 98 

<210> 293 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AY316157 region 
of conserved sequence in 3' untranslated region 
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<400> 293 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcaatttgc 60 
atcaaacagc atattgacac ctgggaatag actgggaga 99 

<210> 294 
<211> 99 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306514 region 
of conserved sequence in 3 1 untranslated region 

<400> 294 

cccctcgaag ctgtagagga ggtgtaagga atagaggtta gaggagaccc cgcaatttgc 60 
atcaaacagc atattgacac ctgggaatag agtgggaga 99 

<210> 295 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306515 region 
of conserved sequence in 3 1 untranslated region 

<400> 295 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 296 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306516 region 
of conserved sequence in 3 1 untranslated region 

<400> 296 

cccctcgaag ctgtagaggg ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 297 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306517 region 
of conserved sequence in 3 1 untranslated region 

<400> 297 

cccctcgaag ctgtagagga ggtggaagga ctagaggtta gaggagaccc cgcatttgca 60 
tcaaacagca tattgacacc tgggaataga gtgggaga 98 

<210> 298 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain D00037 region 
of conserved sequence in 3 1 untranslated region 

<400> 298 

cctcttgtag cttttgaggt ggttgaaggt cttgaggttt gaggagtccc cgtctttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 



<210> 299 
<211> 98 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain M14 933 region 
of conserved sequence in 3 1 untranslated region 

<400> 299 

cctcttgtag cttttgaggt ggttgaaggt cttgaggttt gaggagtccc cgtctttgca 60 
tcaaacagca tattgacacc tgggaataga ctgggaga 98 

<210> 300 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain BFS1750-C 

region of conserved sequence in 3 1 untranslated 
region 

<400> 300 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 



<210> 301 
<211> 27 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain 1750-Std 

region of conserved sequence in 3 1 untranslated 
region 



<400> 301 

ccgctcgaag ctgtagagac gggggaa 27 

<210> 302 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain TD6-4G-C 

region of conserved sequence in 3 T untranslated 
region 

<400> 302 

ccgctcgaag ctgtagagat gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 
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<210> 303 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain TD6-4G-20 

region of conserved sequence in 3 T untranslated 
region 

<400> 303 

ccgctcgaag ctgtagagat gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 



<210> 304 
<211> 27 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain CoaV750 

region of conserved sequence in 3 1 untranslated 
region 



<400> 304 

ccgctcgaag ctgtagagat gggggaa 27 

<210> 305 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain L695121.05 
region of conserved sequence in 3 1 untranslated 
region 

<400> 305 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 



<210> 306 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain TNM771K-C 

region of conserved sequence in 3* untranslated 
region 



<220> 

<221> modif ied_base 
<222> (68) ... (68) 
<223> n = g, a, c or t 

<400> 306 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaanaa cagcatattg acacctggaa agacaggaga 100 
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<210> 307 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain MSI-7-C 

region of conserved sequence in 3 1 untranslated 
region 

<400> 307 

ccgctcaaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 

<210> 308 
<211> 95 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain Kern217 

region of conserved sequence in 3 1 untranslated 
region 

<400> 308 

ccgctcaaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agaca 95 

<210> 309 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain CoaV608 

region of conserved sequence in 3 T untranslated 
region 

<400> 309 

ccgctcaaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 

<210> 310 
<211> 95 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TBH-28 

region of conserved sequence in 3 1 untranslated 
region 

<400> 310 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agaca 95 

<210> 311 
<211> 92 
<212> DNA 

<213> St. Louis encephalitis virus 
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<220> 

<223> St. Louis encephalitis virus strain VR1265 

region of conserved sequence in 3' untranslated 
region 

<400> 311 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtca 60 
acgcaaacaa cagcatattg acacctggaa ag 92 

<210> 312 
<211> 100 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain CoaV353 

region of conserved sequence in 3 1 untranslated 
region 

<400> 312 

ccgctcgaag ctgtagagac gggggaagga ctagaggtta gaggagaccc cttgccgtta 60 
acgcaaacaa cagcatattg acacctggaa agacaggaga 100 

<210> 313 
<211> 104 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain VR77 

region of conserved sequence in 3 1 untranslated 
region 

<400> 313 

tcgccgaagc tgtaaggcgg gtggacggac tagaggttag aggagacccc actctcaaaa 60 
gcatcaaaca acagcatatt gacacctggg aaaagactag gaga 104 

<210> 314 
<211> 104 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain AF161266 
region of conserved sequence in 3 1 untranslated 
region 

<400> 314 

tcgccgaagc tgtaaggcgg gtggacggac tagaggttag aggagacccc actctcaaaa 60 
gcatcaaaca acagcatatt gacacctggg aaaagactag gaga 104 

<210> 315 
<211> 100 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain M35172 
region of conserved sequence in 3' untranslated 
region 
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<400> 315 

tcgccgaagc tgtaaggcgg gtggacggac tagaggttag aggagacccc actctcaaaa 60 
gcatcaaaca acagcatatt gacacctggg aaaagactag 100 



<210> 316 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF260967 region of 

conserved sequence in 3 1 untranslated region 

<400> 316 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 317 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF260968 region of 

conserved sequence in 3 T untranslated region 

<400> 317 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
gactgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 318 
<211> 121 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF260969 region of 

conserved sequence in 3 1 untranslated region 

<400> 318 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 319 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF481864 region of 

conserved sequence in 3 1 untranslated region 

<400> 319 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
gactgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 
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<210> 320 
<211> 120 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain M12294 region of 

conserved sequence in 3 T untranslated region 

<400> 320 

cagggagaag ggactagagg ttagaggaga ccccgcgtaa aaaagtgcac ggcccaactt 60 
ggctgaagct gtaagccaag ggaaggacta gaggttagag gagaccccgt gccaaaaaca 120 



<210> 321 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF206518 region of 

conserved sequence in 3' untranslated region 

<400> 321 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 322 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF317203 region of 

conserved sequence in 3 1 untranslated region 

<400> 322 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 323 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF202541 region of 

conserved sequence in 3 T untranslated region 

<400> 323 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 

ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 

a 121 

<210> 324 
<211> 121 
<212> DNA 

<213> West Nile virus 
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<220> 

<223> West Nile virus strain AF404757 region of 

conserved sequence in 3 ? untranslated region 

<400> 324 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagagcac ggcccagcct 60 

ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 

a " 121 



<210> 325 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF404753 region of 

conserved sequence in 3 T untranslated region 

<400> 325 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a 121 



<210> 326 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF404754 region of 

conserved sequence in 3 T untranslated region 

<400> 326 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 
a ~ " 121 



<210> 327 
<211> 121 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF404755 region of 

conserved sequence in 3 1 untranslated region 

<400> 327 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 

ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 

a 121 



<210> 328 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF404756 region of 

conserved sequence in 3 1 untranslated region 
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<400> 328 

cagggcgaaa ggactagagg 
ggctgaagct gtaggtcagg 
a 



ttagaggaga ccccgcggtt 
ggaaggacta gaggttagtg 



taaagtgcac ggcccagcct 60 
gagaccccgt gccacaaaac 120 

121 



<210> 329 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF017254 region of 

conserved sequence in 3 T untranslated region 

<400> 329 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcct 60 

gactgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccacaaaac 120 

a 121 



<210> 330 
<211> 87 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AF208017 region of 

conserved sequence in 3 1 untranslated region 

<400> 330 

cagggagaag ggactagtgg ttagaggaga ccccacgtta aaaagtgcac ggcccaactt 60 
ggctgaagct gtaagccaag ggaagga 87 



<210> 331 
<211> 121 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AF533540 region of 

conserved sequence in 3 T untranslated region 



<400> 331 

cagggcgaaa ggactagagg ttagaggaga 
ggctgaagct gtaggtcagg ggaaggacta 
a 



ccccgcggtt taaagtgcac ggcccagcct 60 
gaggttagtg gagaccccgt gccacaaaac 120 

121 



<210> 332 
<211> 121 
<212> DNA 
<213> West 



Nile virus 



<220> 

<223> West Nile virus strain AY262283 region of 

conserved sequence in 3' untranslated region 

<400> 332 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggcccagcct 60 

ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccgcaaaac 120 

a 121 
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<210> 333 
<211> 95 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY277251 region of 

conserved sequence in 3 1 untranslated region 

<400> 333 

caaggagaag ggactagagg ttagcggaga ccctgcgcat atagaaagag aggcacggcc 60 
cagcctgaca gaagctgtaa gtcaggggaa ggact 95 

<210> 334 
<211> 118 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY277252 region of 

conserved sequence in 3 1 untranslated region 

<400> 334 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggcccatggc 60 
tgaagctgta ggtcagggga aggactagag gttagtggag accccgtgcc acaaaaca 118 

<210> 335 
<211> 59 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY278441 region of 

conserved sequence in 3 1 untranslated region 

<400> 335 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggcccagcc 59 

<210> 336 
<211> 115 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY278442 region of 

conserved sequence in 3 T untranslated region 

<400> 336 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt tgaagtgcac ggctggctga 60 
agctgtaggt caggggaagg actagaggtt agtggagacc ccgtgccaca aaaca 115 

<210> 337 
<211> 121 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY268132 region of 

conserved sequence in 3 1 untranslated region 



77 



<400> 337 

cagggcgaaa ggactagagg ttagaggaga 
ggctgaagct gtaggtcagg ggaaggacta 
a 



ccccgcggtt tgaagtgcac ggcccagcct 60 
gaggttagtg gagaccccgt gccacaaaac 120 

121 



<210> 338 
<211> 121 
<212> DNA 

<213> West Nile virus 



<220> 

<223> West Nile virus strain AY268133 region of 

conserved sequence in 3 ' untranslated region 



<400> 338 

cagggcgaaa ggactagagg ttagaggaga 
gactgaagct gtaggtcagg ggaaggacta 
a 



ccccgcggtt taaagtgcac ggcccagcct 60 
gaggttagtg gagaccccgt gccacagaac 120 

121 



<210> 339 
<211> 59 
<212> DNA 

<213> West Nile virus 
<220> 

<223> West Nile virus strain AY490240 region of 

conserved sequence in 3 ' untranslated region 

<400> 339 

cagggcgaaa ggactagagg ttagaggaga ccccgcggtt taaagtgcac ggcccagcc 59 



<210> 340 
<211> 121 
<212> DNA 
<213> Kunj in virus 



<220> 

<223> Kunjin virus strain AY274504 region of conserved 
sequence in 3 1 untranslated region 



<400> 340 

cagagtgaaa ggactagagg ttagaggaga 
ggctgaagct gtaggtcagg ggaaggacta 
a 



ccccgcgttc tgaagtgcac ggcccagcct 60 
gaggttagtg gagaccccgt gccgcaaaac 120 

121 



<210> 341 
<211> 121 
<212> DNA 

<213> Kunjin virus 



<220> 

<223> Kunjin virus strain AY274505 region of conserved 
sequence in 3 1 untranslated region 

<400> 341 

cagagtgaaa ggactagagg ttagaggaga ccccgcgttc tgaagtgcac ggcccagcct 60 

ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccgcaaaac 120 
a ~ 121 
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<210> 342 
<211> 121 
<212> DNA 
<213> Kunjin virus 



<220> 

<223> Kunjin virus strain L24512 region of conserved 
sequence in 3 1 untranslated region 

<400> 342 

cagagtgaaa ggactagagg ttagaggaga ccccgcgttc tgaagtgcac ggcccagcct 60 
ggctgaagct gtaggtcagg ggaaggacta gaggttagtg gagaccccgt gccgcaaaac 120 
a 121 



<210> 343 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AB051292 region 
of conserved sequence in 3 T untranslated region 

<400> 343 

ctaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacattat gcggcccaag 60 
ccccctcgaa gctgtggagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 344 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF014160 region 
of conserved sequence in 3' untranslated region 

<400> 344 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 345 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF014161 region 
of conserved sequence in 3 T untranslated region 

<400> 345 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 346 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus 
of conserved sequence in 3 1 

<400> 346 

ttaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtgtaagg 
catca 



strain AF045551 region 
untranslated region 



ccccgtggaa acaaaattat gcggcccaag 60 
aatagaggtt agaggagacc ccgcaatttg 120 

125 



<210> 347 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF069076 region 
of conserved sequence in 3 1 untranslated region 



<400> 347 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 348 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF075723 region 
of conserved sequence in 3* untranslated region 

<400> 348 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa ataacaacat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 

atcaa 125 



<210> 349 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF080251 region 
of conserved sequence in 3 f untranslated region 

<400> 349 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 350 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF098735 region 
of conserved sequence in 3' untranslated region 
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<400> 350 

cgaggtgtaa ggactagagg 
cctcctcgaa gctgtagagg 
atcaa 



ttagaggaga ccccgtggaa 
aggtggaagg actagaggtt 



acaacaacat gcggcccaag 60 
agaggagacc ccgcatttgc 120 

125 



<210> 351 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF098736 region 
of conserved sequence in 3 T untranslated region 



<400> 351 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 352 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF098737 region 
of conserved sequence in 3 1 untranslated region 

<400> 352 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 353 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF217620 region 
of conserved sequence in 3 1 untranslated region 

<400> 353 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaatat gcggcccaag 60 
cttcctcgaa gctgtagagg aagtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 354 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF221499 region 
of conserved sequence in 3' untranslated region 

<400> 354 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaataacat gcggcccaag 60 
cctcctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 
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<210> 355 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF221500 region 
of conserved sequence in 3 1 untranslated region 

<400> 355 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaataacat gcggcccaag 60 
cctcctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 

<210> 356 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF254452 region 
of conserved sequence in 3 1 untranslated region 

<400> 356 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 357 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF254453 region 
of conserved sequence in 3 1 untranslated region 

<400> 357 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 358 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF315119 region 
of conserved sequence in 3 1 untranslated region 



<400> 358 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 359 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain AF416457 region 
of conserved sequence in 3' untranslated region 



<400> 359 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 360 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF486638 region 
of conserved sequence in 3 T untranslated region 

<400> 360 

c 9 a ggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 

atcaa 125 



<210> 361 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain U14163 region 
of conserved sequence in 3 1 untranslated region 

<400> 361 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 362 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain U15763 region 
of conserved sequence in 3 f untranslated region 

<400> 362 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 363 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain L48961 region 
of conserved sequence in 3 T untranslated region 



83 



<400> 363 

cgaggtgtaa ggactagagg ttagaggaga 
cctcctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 364 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain U47032 region 
of conserved sequence in 3' untranslated region 

<400> 364 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtggaggg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 365 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain M18370 region 
of conserved sequence in 3 T untranslated region 

<400> 365 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaatat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 366 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain M55506 region 
of conserved sequence in 3 1 untranslated region 



<400> 366 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 367 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus 
of conserved sequence in 3 T 

<400> 367 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



strain L78128 region 
untranslated region 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 
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<210> 368 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain D90195 region 
of conserved sequence in 3 1 untranslated region 

<400> 368 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaatat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 369 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus 
of conserved sequence in 3 1 

<400> 369 

cgaggtgtaa ggactagagg ttagaggaga 
ccccctcgaa gctgtagagg aggtggaagg 
atcaa 



strain D90194 region 
untranslated region 



ccccgtggaa acaacaacat gcggcccaag 60 
actagaggtt agaggagacc ccgcatttgc 120 

125 



<210> 370 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AF311748 region 
of conserved sequence in 3 1 untranslated region 

<400> 370 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 371 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 



<220> 

<223> Japanese encephalitis virus strain AY184212 region 
of conserved sequence in 3' untranslated region 

<400> 371 

cgagatgtaa ggactagagg ttagaggaga ccccgtggaa acaacaacat gcggcccaag 60 

ccccttcgaa gctgtagaag aggtggaagg actagaggtt agaggagacc ccgcatctgc 120 

atcaa 125 



<210> 372 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
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<220> 

<223> Japanese encephalitis virus strain AY316157 region 
of conserved sequence in 3 1 untranslated region 

<400> 372 

ctaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaacatcat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcaatttg 120 
catca 125 

<210> 373 

<211> 125 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306514 region 
of conserved sequence in 3 T untranslated region 

<400> 373 

ttaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaaaattat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtgtaagg aatagaggtt agaggagacc ccgcaatttg 120 

catca 125 

<210> 374 

<211> 125 

<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306515 region 
of conserved sequence in 3 1 untranslated region 

<400> 374 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaaaaaaat gcggcccaag 60 

ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 

<210> 375 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306516 region 
of conserved sequence in 3 1 untranslated region 

<400> 375 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaaaaaaat gcggcccaag 60 
ccccctcgaa gctgtagagg gggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 

<210> 376 
<211> 125 
<212> DNA 

<213> Japanese encephalitis virus 
<220> 

<223> Japanese encephalitis virus strain AF306517 region 
of conserved sequence in 3' untranslated region 
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<400> 376 

cgaggtgtaa ggactagagg ttagaggaga ccccgtggaa acaaaaaaat gcggcccaag 60 
ccccctcgaa gctgtagagg aggtggaagg actagaggtt agaggagacc ccgcatttgc 120 
atcaa 125 



<210> 377 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain BFS1750 region 
of conserved sequence in 3 1 untranslated region 

<400> 377 

catggcgtaa ggactagagg ttagaggaga ccccgctgca acttggcaag gcccaaaccc 60 
gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 
gc 122 



<210> 378 
<211> 85 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain 1750-Std region 
of conserved sequence in 3 T untranslated region 

<400> 378 

catggcgtaa ggactagagg ttagaggaga ccccgckgca acttggcaag gcccaaaccc 60 
gctcgaagct gtagagacgg gggaa 85 

<210> 379 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TD6-4G region 
of conserved sequence in 3 1 untranslated region 

<400> 379 

catggcgtaa ggactagagg ttagaggaga ccccgctgca actcggcaag gcccaaaccc 60 

gctcgaagct gtagagatgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 

gc 122 



<210> 380 
<211> 85 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain CoaV750 region 
of conserved sequence in 3' untranslated region 

<400> 380 

catggcgtaa ggactagagg ttagaggaga ccccgckgca acttggcaag gccaaaaccc 60 
gctcgaagct gtagagatgg gggaa 85 
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<210> 381 

<211> 122 

<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain L695121.05 region 
of conserved sequence in 3' untranslated region 

<400> 381 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 

gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 
gc 122 

<210> 382 

<211> 122 

<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain TNM771K region 
of conserved sequence in 3 1 untranslated region 

<400> 382 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 

gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 
gc 122 

<210> 383 

<211> 122 

<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain MSI-7 region 
of conserved sequence in 3 1 untranslated region 

<400> 383 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 

gctcaaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 

gc 122 

<210> 384 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain Kern217 region 
of conserved sequence in 3' untranslated region 

<400> 384 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 

gctcaaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 

gc 122 

<210> 385 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 
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<220> 

<223> St. Louis encephalitis virus strain CoaV608 region 
of conserved sequence in 3 1 untranslated region 

<400> 385 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 
gctcaaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 
gc 122 



<210> 386 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain TBH-28 region 
of conserved sequence in 3 1 untranslated region 

<400> 386 

catggcgtaa ggactagagg ttagaggaga ccccgctgta atttggcaag gcccaaaccc 60 
gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 
gc ~ ~ " -- --- - - - 

<210> 387 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 
<220> 

<223> St. Louis encephalitis virus strain VR1265 region 
of conserved sequence in 3 1 untranslated region 

<400> 387 

catggcgtaa ggactagagg ttagaggaga ccccgctgta acttggcaag gcccaaaccc 60 

gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgtcaac 120 
gc 122 



<210> 388 
<211> 122 
<212> DNA 

<213> St. Louis encephalitis virus 



<220> 

<223> St. Louis encephalitis virus strain CoaV353 region 
of conserved sequence in 3 1 untranslated region 

<400> 388 

catggcgtaa ggactagagg ttagaggaga ccccgctgca acttggcaag gcccaaaccc 60 

gctcgaagct gtagagacgg gggaaggact agaggttaga ggagacccct tgccgttaac 120 

gc 122 

<210> 389 
<211> 119 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain VR77 

region of conserved sequence in 3 ' untranslated 
region 
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<400> 389 

cccggcgaag gactagaggt tagaggagac cctgcggaag aaatgagtgg cccaagctcg 60 
ccgaagctgt aaggcgggtg gacggactag aggttagagg agaccccact ctcaaaagc 119 

<210> 390 
<211> 119 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain AF161266 
region of conserved sequence in 3 1 untranslated 
region 

<400> 390 

cccggcgaag gactagaggt tagaggagac cctgcggaag aaatgagtgg cccaagctcg 60 
ccgaagctgt aaggcgggtg gacggactag aggttagagg agaccccact ctcaaaagc 119 

<210> 391 
<211> 119 
<212> DNA 

<213> Murray Valley encephalitis virus 
<220> 

<223> Murray Valley encephalitis virus strain M35172 
region of conserved sequence in 3 T untranslated 
region 

<400> 391 

cccggcgaag gactagaggt tagaggagac cctgcggaag aaatgagtgg cccaagctcg 60 
ccgaagctgt aaggcgggtg gacggactag aggttagagg agaccccact ctcaaaagc 119 



<210> 392 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain U88537 region of 
conserved sequence in 3 f untranslated region 

<400> 392 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 393 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain U88536 region of 
conserved sequence in 3 1 untranslated region 

<400> 393 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 
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<210> 394 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain U88535 region of 
conserved sequence in 3 T untranslated region 



<400> 394 

atggggtagc agactagtgg ttagaggaga 
cccaacacca ggggaagctg taccctggtg 
gcacaacaac a 



cccctcccaa gacacaacgc agcagcgggg 60 
gtaaggacta gaggttagag gagacccccc 120 

131 



<210> 395 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain M87512 region of 
conserved sequence in 3 ' untranslated region 



<400> 395 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacataacgc agcagcgggg 60 
cccaacacca ggggaagctg tatcctggtg gtaaggacta gaggttagag gagacccccg 120 
gcataacaat a 131 

<210> 396 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AY206457 region of 
conserved sequence in 3 1 untranslated region 

<400> 396 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 397 
<211> 101 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AY145123 region of 
conserved sequence in 3* untranslated region 

<400> 397 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaagacta gaggttagag gagacccccc gcacaacaac a 101 



<210> 398 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
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<220> 

<223> Dengue virus type 1 strain AY145122 region of 
conserved sequence in 3 1 untranslated region 

<400> 398 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaagccag gaggaagctg tactcctggt ggaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 399 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AY145121 region of 
conserved sequence in 3 1 untranslated region 

<400> 399 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaagccag gaggaagctg tactcctggt ggaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 400 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF514889 region of 
conserved sequence in 3 ' untranslated region 

<400> 400 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 401 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF514885 region of 
conserved sequence in 3 1 untranslated region 

<400> 401 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 
cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaac a 131 



<210> 402 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF514883 region of 
conserved sequence in 3 1 untranslated region 
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<400> 402 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 
cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaac a 131 

<210> 403 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF514878 region of 
conserved sequence in 3 1 untranslated region 

<400> 403 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 

cccaacacca ggggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 

gcacaacaac a 131 

<210> 404 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF514876 region of 
conserved sequence in 3 1 untranslated region 

<400> 404 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 

cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 

gcataacaac a 131 

<210> 405 

<211> 131 

<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF513110 region of 
conserved sequence in 3* untranslated region 

<400> 405 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacataacgc agcagcgggg 60 

cccaacacca ggggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 

<210> 406 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF350498 region of 
conserved sequence in 3 T untranslated region 

<400> 406 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 
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<210> 407 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF311958 region of 
conserved sequence in 3 1 untranslated region 



<400> 407 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 
cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gctcaacaac a 131 



<210> 408 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF311957 region of 
conserved sequence in 3' untranslated region 



<400> 408 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 
cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 409 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF311956 region of 
conserved sequence in 3 1 untranslated region 

<400> 409 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 
cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 410 
<211> 97 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF310148 region of 
conserved sequence in 3' untranslated region 

<400> 410 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacataacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaagga 97 

<210> 411 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
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<220> 

<223> Dengue virus type 1 strain AF310147 region of 
conserved sequence in 3 1 untranslated region 

<400> 411 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 

<210> 412 

<211> 131 

<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF310146 region of 
conserved sequence in 3* untranslated region 

<400> 412 

atggggtagc agactagtgg ttagaggaga cccctcccta gacataacgc agcagcgggg 60 

cccaacacca tgggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 

<210> 413 

<211> 131 

<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF309641 region of 
conserved sequence in 3 1 untranslated region 

<400> 413 

atggggtagc agactagtgg ttagaggaga cccctcccga aacataacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 

<210> 414 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF298808 region of 
conserved sequence in 3 f untranslated region 

<400> 414 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacacaacgc agcagcgggg 60 

cccaacacta ggggatgctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 

<210> 415 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF298807 region of 
conserved sequence in 3 1 untranslated region 
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<400> 415 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacataacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 416 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF226687 region of 
conserved sequence in 3 1 untranslated region 



<400> 416 

atggggtagc agactagtgg ttagaggaga 
cccaacacca ggggaagctg taccttggtg 
gcacaacaac a 



cccctcccaa gacataacgc agcagcgggg 60 
gtaaggacta gaggttagag gagacccccc 120 

131 



<210> 417 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF22668 6 region of 
conserved sequence in 3 1 untranslated region 

<400> 417 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacataacgc agcagcgggg 60 
cccaacacca ggggaagctg taccttggtg gtaaggacta gaggttagag gagacccccc 120 
gcacaacaac a 131 



<210> 418 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF22 6685 region of 
conserved sequence in 3 f untranslated region 



<400> 418 

atggggtagc agactagtgg 
cccaacacca tgggaagctg 
gcacaacaac a 



ttagaggaga cccctcccta 
taccttggtg gtaaggacta 



gacataacgc agcagcgggg 60 
gaggttagag gagacccccc 120 

131 



<210> 419 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 



<220> 

<223> Dengue virus type 1 strain AF180818 region of 
conserved sequence in 3 T untranslated region 

<400> 419 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcgtaacaat a 131 
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<210> 420 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AF180817 region of 
conserved sequence in 3 1 untranslated region 

<400> 420 

atggggtagc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 

cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 

gcgtaacaat a 131 

<210> 421 

<211> 131 

<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AB074761 region of 
conserved sequence in 3 ' untranslated region 

<400> 421 

atggggttgc agactagtgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 

cccaacacca gggaaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 

gcataataat a 131 

<210> 422 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain AB074760 region of 
conserved sequence in 3* untranslated region 

<400> 422 

atggggtagc agactagtgg ttagaggaga cccctcccaa aacacaacgc agcagcgggg 60 

cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 

<210> 423 
<211> 131 
<212> DNA 

<213> Dengue virus type 1 
<220> 

<223> Dengue virus type 1 strain VR344-3 region of 
conserved sequence in 3 1 untranslated region 

<400> 423 

atggggtagc agactaatgg ttagaggaga cccctcccaa gacacaacgc agcagcgggg 60 
cccaacacca ggggaagctg taccctggtg gtaaggacta gaggttagag gagacccccc 120 
gcataacaat a 131 

<210> 424 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain AF022434 region of 
conserved sequence in 3 1 untranslated region 

<400> 424 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca gaa 133 

<210> 425 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022435 region of 
conserved sequence in 3 T untranslated region 

<400> 425 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 426 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022436 region of 
conserved sequence in 3 1 untranslated region 

<400> 426 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 427 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022437 region of 
conserved sequence in 3 T untranslated region 

<400> 427 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 428 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 



<223> Dengue virus type 2 strain AF022438 region of 
conserved sequence in 3' untranslated region 
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<400> 428 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 429 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022439 region of 
conserved sequence in 3 1 untranslated region 

<400> 429 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga atagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 430 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022440 region of 
conserved sequence in 3 1 untranslated region 

<400> 430 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 431 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF022441 region of 
conserved sequence in 3 1 untranslated region 

<400> 431 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 432 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF038402 region of 
conserved sequence in 3 1 untranslated region 

<400> 432 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 
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<210> 433 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF038403 region of 
conserved sequence in 3' untranslated region 

<400> 433 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 434 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100145 region of 
conserved sequence in 3 T untranslated region 

<400> 434 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaata aaa 133 

<210> 435 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100146 region of 
conserved sequence in 3 1 untranslated region 

<400> 435 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaagca aaa 133 

<210> 436 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100147 region of 
conserved sequence in 3' untranslated region 

<400> 436 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 437 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain AF100148 region of 
conserved sequence in 3* untranslated region 

<400> 437 

atggtgtagt ggactagcgg ttagaggaga cccctccctt tcagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 438 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF10014 9 region of 
conserved sequence in 3 1 untranslated region 

<400> 438 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagcctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 439 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100150 region of 
conserved sequence in 3 1 untranslated region 

<400> 439 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaca aaa 133 

<210> 440 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100151 region of 
conserved sequence in 3' untranslated region 

<400> 440 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaagaca aaa 133 

<210> 441 
<211> 134 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100458 region of 
conserved sequence in 3' untranslated region 
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<400> 441 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaac aaaa 134 

<210> 442 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100459 region of 
conserved sequence in 3 f untranslated region 

<400> 442 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 443 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100460 region of 
conserved sequence in 3 1 untranslated region 

<400> 443 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 444 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100461 region of 
conserved sequence in 3 T untranslated region 

<400> 444 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 445 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF1004 62 region of 
conserved sequence in 3 1 untranslated region 

<400> 445 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 
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<210> 446 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF1004 63 region of 
conserved sequence in 3 1 untranslated region 

<400> 446 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 447 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100464 region of 
conserved sequence in 3 1 untranslated region 

<400> 447 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg caagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 448 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100465 region of 
conserved sequence in 3 ? untranslated region 

<400> 448 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaagaca aaa 133 

<210> 449 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF100466 region of 
conserved sequence in 3 f untranslated region 

<400> 449 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaata aaa 133 

<210> 450 
<211> 134 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain AF1004 67 region of 
conserved sequence in 3 1 untranslated region 

<400> 450 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaaa caaa 134 

<210> 451 
<211> 134 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF1004 68 region of 
conserved sequence in 3 1 untranslated region 

<400> 451 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaaa caaa 134 

<210> 452 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF1004 69 region of 
conserved sequence in 3 1 untranslated region 

<400> 452 

atggcgtagt ggactagcgg ttagaggaga cccctccctt tcagatcgca gcaacaatgg 60 

gggcccatgg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 453 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF119661 region of 
conserved sequence in 3 T untranslated region 

<400> 453 

atggcgtagg ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gattagaccc 120 
ccccaaaaca aaa 133 

<210> 454 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169687 region of 
conserved sequence in 3 1 untranslated region 
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<400> 454 

atggcgtagt ggactagcgg ttagaggaga 
gggcccaagg cgagatgaag ctgtagtctc 
ccccgaaaca aaa 



cccctccctc acaaatcgca gcaacaatgg 60 
gctggaagga ctagaggtta gaggagaccc 120 

133 



<210> 455 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169678 region of 
conserved sequence in 3 T untranslated region 



<400> 455 

atggcgtagt ggactagcgg ttagaggaga 
gggcccaagg cgagatgaag ctgtagtctc 
ccccgaaaca aaa 



cccctccctc acaaatcgca gcaacaatgg 60 
gctggaagga ctagaggtta gaggagaccc 120 

133 



<210> 456 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF169688 region of 
conserved sequence in 3' untranslated region 

<400> 456 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 



<210> 457 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF169679 region of 
conserved sequence in 3 T untranslated region 

<400> 457 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaaag tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 



<210> 458 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF169680 region of 
conserved sequence in 3 1 untranslated region 

<400> 458 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gcttgaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 
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<210> 459 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169681 region of 
conserved sequence in 3 T untranslated region 

<400> 459 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 460 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169682 region of 
conserved sequence in 3 1 untranslated region 

<400> 460 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 461 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169683 region of 
conserved sequence in 3' untranslated region 

<400> 461 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 462 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169684 region of 
conserved sequence in 3 f untranslated region 

<400> 462 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 2.33 

<210> 463 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain AF169685 region of 
conserved sequence in 3' untranslated region 

<400> 463 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 464 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF169686 region of 
conserved sequence in 3* untranslated region 

<400> 464 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 465 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF204177 region of 
conserved sequence in 3 1 untranslated region 

<400> 465 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaca aaa ~ 233 

<210> 466 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF204178 region of 
conserved sequence in 3 1 untranslated region 

<400> 466 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 233 

<210> 467 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF2084 96 region of 
conserved sequence in 3 T untranslated region 
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<400> 467 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 468 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF276619 region of 
conserved sequence in 3 1 untranslated region 

<400> 468 

atggcgtagt ggactagcgg ttagaggaga cccctccctt gcaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa 133 

<210> 469 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309950 region of 
conserved sequence in 3* untranslated region 

<400> 469 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa ~ 133 

<210> 470 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309951 region of 
conserved sequence in 3 1 untranslated region 

<400> 470 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaacgg 60 

gggcccaagg tgagataaag ctgtagtctc accggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 471 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF305592 region of 
conserved sequence in 3 T untranslated region 

<400> 471 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaatggg 60 
ggcccaaggt gtgttgaagc tgtagccaca ctggaaggac cagaggttag aggagacccc 120 
cccagacaaa aaa 133 
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<210> 472 

<211> 134 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309953 region of 
conserved sequence in 3 1 untranslated region 

<400> 472 

gtggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaaatgg 60 

gggcccaagg tgtgttgaag ctgtagccac actggaagga ctagaggtta gaggagaccc 120 

ccccagacaa aaaa 134 

<210> 473 

<211> 134 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309954 region of 
conserved sequence in 3 T untranslated region 

<400> 473 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaaatgg 60 

gggcccaagg tgtgttgaag ctgtagccac actggaagga ctagaggtta gaggagaccc 120 
ccccagacaa aaaa 134 

<210> 474 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309955 region of 
conserved sequence in 3 1 untranslated region 

<400> 474 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaattgg 60 

ggcccaaggt gtgttgaagc tgtagccaca ctggaaggac cagaggttag aggagacccc 120 

cccagacaaa aaa 133 

<210> 475 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309956 region of 
conserved sequence in 3 1 untranslated region 

<400> 475 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaatggg 60 
ggcccaaggt gtgttgaagc tgtagccaca ctggaaggac cagaggttag aggagacccc 120 
cccagacaaa aaa 133 

<210> 476 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain AF309957 region of 
conserved sequence in 3 1 untranslated region 

<400> 476 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aagaatcgca gcaaaatggg 60 

ggcccaaggt gtgttgaagc tgtagccaca ctggaaggac cagaggttag aggagacccc 120 

cccagacaaa aaa 133 

<210> 477 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309958 region of 
conserved sequence in 3 1 untranslated region 

<400> 477 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa 133 

<210> 478 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309959 region of 
conserved sequence in 3 1 untranslated region 

<400> 478 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aaaaatcgca gcaaaaatgg 60 

gggcccaagg tgtggtgaag ctgtagccac attggaagga ctagaggtta gaggagaccc 120 

ccccagacaa aaa 133 

<210> 479 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309960 region of 
conserved sequence in 3 1 untranslated region 

<400> 479 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa 133 

<210> 480 
<211> 132 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF309961 region of 
conserved sequence in 3 1 untranslated region 
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<400> 480 

atggtgtagt ggactagcgg ttagaggaga cccctccctt aaggatcgca gcaaaatggg 60 
ggcccaaggt gtggtgaagc tgtagccaca ctggaaggac tagaggttag aggagacccc 120 
cccacaaata at 132 



<210> 481 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF309962 region of 
conserved sequence in 3 T untranslated region 

<400> 481 

atggcgtagt ggactagcgg ttagaggaga cccctccctt gcaaatcgca gcaacaatgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccgaaata aaa 133 



<210> 482 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF309963 region of 
conserved sequence in 3 f untranslated region 

<400> 482 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaagtcgca gcagcaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa 133 



<210> 483 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF309964 region of 
conserved sequence in 3 f untranslated region 

<400> 483 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccgaaata aaa 133 



<210> 484 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain AF309965 region of 
conserved sequence in 3 1 untranslated region 

<400> 484 

atggcgtagt ggactagcgg ttagaggaga cccctccctt tcagatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 
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<210> 485 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF359579 region of 
conserved sequence in 3 1 untranslated region 

<400> 485 

atggcgtagt ggactagcgg ttagaggaga cccctccctt gcaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccgaaata aaa 133 

<210> 486 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AF489932 region of 
conserved sequence in 3 f untranslated region 

<400> 486 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaca aaa 133 

<210> 487 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AJ487271 region of 
conserved sequence in 3 1 untranslated region 

<400> 487 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 

ccccgaaaca aaa 133 

<210> 488 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain AY037116 region of 
conserved sequence in 3 1 untranslated region 

<400> 488 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actgaaagga ctagaggtta gaggagaccc 120 
ccccgaaata aaa 133 

<210> 489 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
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<220> 

<223> Dengue virus type 2 strain M19197 region of 
conserved sequence in 3 T untranslated region 

<400> 489 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acagatcgca gcaacaatgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaca aaa 133 

<210> 490 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain M20558 region of 
conserved sequence in 3' untranslated region 

<400> 490 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaacgg 60 
gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 
ccccaaaaca aaa 133 

<210> 491 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain M29095 region of 
conserved sequence in 3 T untranslated region 

<400> 491 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg tgagatgaag ctgtagtctc actggaagga ctagaggtta gaggagaccc 120 

ccccaaaaca aaa 133 

<210> 492 

<211> 133 

<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain M84727 region of 
conserved sequence in 3 T untranslated region 

<400> 492 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 493 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain M84728 region of 
conserved sequence in 3 T untranslated region 
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<400> 493 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 494 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain U61245 region of 
conserved sequence in 3 1 untranslated region 

<400> 494 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca gaa 133 

<210> 495 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain U6124 6 region of 
conserved sequence in 3 f untranslated region 

<400> 495 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 496 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 



<223> Dengue virus type 2 strain U61247 region of 
conserved sequence in 3 1 untranslated region 



<400> 496 

atggcgtagt ggactagcgg ttagaggaga cccctccctc acaaatcgca gcaacaatgg 60 

gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 

<210> 497 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 
<220> 

<223> Dengue virus type 2 strain U61248 region of 
conserved sequence in 3' untranslated region 

<400> 497 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 
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<210> 498 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain U87411 region of 
conserved sequence in 3 1 untranslated region 

<400> 498 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 



<210> 499 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain U87412 region of 
conserved sequence in 3 1 untranslated region 

<400> 499 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtctc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 



<210> 500 
<211> 133 
<212> DNA 

<213> Dengue virus type 2 



<220> 

<223> Dengue virus type 2 strain VR345-2 region of 
conserved sequence in 3 1 untranslated region 

<400> 500 

atggcgtagt ggactagcgg ttagaggaga cccctccctt acaaatcgca gcaacaatgg 60 
gggcccaagg cgagatgaag ctgtagtccc gctggaagga ctagaggtta gaggagaccc 120 
ccccgaaaca aaa 133 



<210> 501 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 



<220> 

<223> Dengue virus type 3 strain AF31014 9 region of 
conserved sequence in 3 1 untranslated region 

<400> 501 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 

cgcaaataaa 130 



<210> 502 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
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<220> 

<223> Dengue virus type 3 strain M93130 region of 
conserved sequence in 3 1 untranslated region 



<400> 502 

acggtgtagc agactagtgg ttagaggaga 
cccgagcact gagggaagct gtacctcctt 
cgcaaacaaa 



cccctcccat gacacaacgc agcagcgggg 60 
gcaaaggact agaggttata ggagaccccc 120 

130 



<210> 503 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 



<220> 

<223> Dengue virus type 3 strain AF317645 region of 
conserved sequence in 3 f untranslated region 

<400> 503 

acggtgtagc agactagtgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 
cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttata ggagaccccc 120 
cgcaaacaaa 130 



<210> 504 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 



<220> 

<223> Dengue virus type 3 strain AY099336 region of 
conserved sequence in 3 1 untranslated region 

<400> 504 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 

cgcaaataaa 130 



<210> 505 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 



<220> 

<223> Dengue virus type 3 strain AY099337 region of 
conserved sequence in 3' untranslated region 

<400> 505 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 
cgcaaataaa 130 

<210> 506 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain AY099343 region of 
conserved sequence in 3' untranslated region 
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<400> 506 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 
cgcaaataaa -]_3 0 

<210> 507 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain AY099344 region of 
conserved sequence in 3 1 untranslated region 

<400> 507 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 
cgcaaataaa -±30 

<210> 508 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain AY099345 region of 
conserved sequence in 3 T untranslated region 

<400> 508 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 

cgcaaataaa ^3q 

<210> 509 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain AY09934 6 region of 
conserved sequence in 3' untranslated region 

<400> 509 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 

cgcaaataaa " ^_30 

<210> 510 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain AY099347 region of 
conserved sequence in 3 T untranslated region 

<400> 510 

acggtgtagc agactagcgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttaga ggagaccccc 120 
cgcaaataaa ^_30 
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<210> 511 

<211> 130 

<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain VR1256-3 region of 
conserved sequence in 3 1 untranslated region 

<400> 511 

acggtgtagc agactagtgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttata ggagaccccc 120 
cgcaaacaaa 130 

<210> 512 
<211> 130 
<212> DNA 

<213> Dengue virus type 3 
<220> 

<223> Dengue virus type 3 strain VR1256-5 region of 
conserved sequence in 3 T untranslated region 

<400> 512 

acggtgtagc agactagtgg ttagaggaga cccctcccat gacacaacgc agcagcgggg 60 

cccgagcact gagggaagct gtacctcctt gcaaaggact agaggttata ggagaccccc 120 

cgcaaacaaa 130 

<210> 513 
<211> 135 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain M14931 region of 
conserved sequence in 3* untranslated region 

<400> 513 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaa 135 

<210> 514 

<211> 138 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF289029 region of 
conserved sequence in 3 1 untranslated region 

<400> 514 

gtggcatatt ggactagcgg ttagaggaga cccctcccat caccaacaaa acgcagcaaa 60 

aaagggggcc cgaagccagg aggaagctgt actcctggtg gaaggactag aggttagagg 120 

agaccccccc aacacaaa I33 

<210> 515 
<211> 104 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AF310150 region of 
conserved sequence in 3 T untranslated region 

<400> 515 

gtggcatatt ggactagtgg ttagaggaga cccctcccat tatcaacaaa cgcagcacaa 60 
agggggcccg aagtcaggat gaagctgtac tcctgatgga agga 104 

<210> 516 

<211> 104 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF310152 region of 
conserved sequence in 3 f untranslated region 

<400> 516 

gtggcatatt ggactagtgg ttagaggaga cccctcccat tatcaacaaa cgcagcacaa 60 
agggggcccg aagtcaggat gaagctgtac tcctgatgga agga 104 

<210> 517 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF310153 region of 
conserved sequence in 3' untranslated region 

<400> 517 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 518 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF326573 region of 
conserved sequence in 3 T untranslated region 

<400> 518 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 519 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF326825 region of 
conserved sequence in 3 1 untranslated region 

<400> 519 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgataaa acgcagcaaa 60 
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agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 520 
<211> 105 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF326826 region of 
conserved sequence in 3' untranslated region 

<400> 520 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggccca agactagagg ttagaggaga cccccccaac acaaa 105 

<210> 521 
<211> 105 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF326827 region of 
conserved sequence in 3 1 untranslated region 

<400> 521 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggccca agactagagg ttagaggaga cccccccaac acaaa 105 

<210> 522 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AF375822 region of 
conserved sequence in 3 1 untranslated region 

<400> 522 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 523 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152039 region of 
conserved sequence in 3 1 untranslated region 

<400> 523 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 524 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



120 



<220> 

<223> Dengue virus type 4 strain AY152043 region of 
conserved sequence in 3 T untranslated region 

<400> 524 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 525 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 



\ ^ ^ u 

<223> Dengue virus type 4 strain AY152047 region of 
conserved sequence in 3 ? untranslated region 



<400> 525 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa ~ " 136 

<210> 526 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152051 region of 
conserved sequence in 3 f untranslated region 

<400> 526 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 527 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152055 region of 
conserved sequence in 3' untranslated region 

<400> 527 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 528 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152059 region of 
conserved sequence in 3' untranslated region 
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<400> 528 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 529 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152063 region of 
conserved sequence in 3* untranslated region 

<400> 529 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 530 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152067 region of 
conserved sequence in 3 1 untranslated region 

<400> 530 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 531 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152071 region of 
conserved sequence in 3 f untranslated region 

<400> 531 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 532 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152075 region of 
conserved sequence in 3 T untranslated region 

<400> 532 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 
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<210> 533 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152079 region of 
conserved sequence in 3 1 untranslated region 

<400> 533 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 

<210> 534 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152083 region of 
conserved sequence in 3 1 untranslated region 

<400> 534 

gtggcatatt ggactagcgg ttagaggaga cccctcccac cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa ^36 

<210> 535 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152087 region of 
conserved sequence in 3 T untranslated region 

<400> 535 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 236 

<210> 536 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152091 region of 
conserved sequence in 3' untranslated region 

<400> 536 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa ^36 

<210> 537 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AY152095 region of 
conserved sequence in 3 1 untranslated region 

<400> 537 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 538 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152099 region of 
conserved sequence in 3 f untranslated region 

<400> 538 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactaacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 539 
<211> 137 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152103 region of 
conserved sequence in 3' untranslated region 

<400> 539 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

aagggggccc gaagccagga ggaagctgta ctcctggtgg aaggactaga ggttagagga 120 

gaccccccca acacaaa 137 

<210> 540 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152107 region of 
conserved sequence in 3 1 untranslated region 

<400> 540 

gtggtatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 541 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152111 region of 



conserved sequence in 3 1 untranslated region 
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<400> 541 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 542 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152115 region of 
conserved sequence in 3 1 untranslated region 

<400> 542 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 543 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152119 region of 
conserved sequence in 3 1 untranslated region 

<400> 543 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 544 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152123 region of 
conserved sequence in 3 1 untranslated region 

<400> 544 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 545 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152127 region of 
conserved sequence in 3 T untranslated region 

<400> 545 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 
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<210> 546 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152131 region of 
conserved sequence in 3 1 untranslated region 

<400> 546 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 547 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152135 region of 
conserved sequence in 3 1 untranslated region 

<400> 547 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 548 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152139 region of 
conserved sequence in 3 1 untranslated region 

<400> 548 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 549 
<211> 135 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152143 region of 
conserved sequence in 3 1 untranslated region 

<400> 549 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaa 135 

<210> 550 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AY152147 region of 
conserved sequence in 3' untranslated region 

<400> 550 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 551 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 



/l \j ^ 

<223> Dengue virus type 4 strain AY152151 region of 
conserved sequence in 3' untranslated region 



<400> 551 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 552 
<211> 137 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152155 region of 
conserved sequence in 3 1 untranslated region 

<400> 552 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

aagggggccc gaagccagga ggaagctgta ctcctggtgg aaggactaga ggttagagga 120 

gaccccccca acacaaa 137 

<210> 553 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152159 region of 
conserved sequence in 3 f untranslated region 

<400> 553 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 554 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152163 region of 
conserved sequence in 3 T untranslated region 
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<400> 554 

gtggcatatt ggactagcgg ttagaggaga 
agggggcccg aagccaggag gaagctgtac 
acccccccaa cacaaa 



cccctcccat cactgacaaa acgcagcaaa 60 
tcctggtgga aggactagag gttagaggag 120 

136 



<210> 555 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152167 region of 
conserved sequence in 3' untranslated region 

<400> 555 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 556 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152175 region of 
conserved sequence in 3 1 untranslated region 

<400> 556 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 557 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152179 region of 
conserved sequence in 3' untranslated region 

<400> 557 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 558 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152183 region of 
conserved sequence in 3 1 untranslated region 

<400> 558 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 
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<210> 559 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152187 region of 
conserved sequence in 3 T untranslated region 

<400> 559 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 560 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152191 region of 
conserved sequence in 3' untranslated region 

<400> 560 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 561 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152195 region of 
conserved sequence in 3 ? untranslated region 

<400> 561 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 562 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152199 region of 
conserved sequence in 3 T untranslated region 

<400> 562 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttataggag 120 

acccccccaa cacaaa 136 

<210> 563 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AY152203 region of 
conserved sequence in 3 1 untranslated region 

<400> 563 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 2.36 

<210> 564 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152207 region of 
conserved sequence in 3' untranslated region 

<400> 564 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa ~ 2.36 

<210> 565 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152211 region of 
conserved sequence in 3 1 untranslated region 

<400> 565 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 566 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152215 region of 
conserved sequence in 3 T untranslated region 

<400> 566 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 567 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152219 region of 
conserved sequence in 3 1 untranslated region 
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<400> 567 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 568 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152223 region of 
conserved sequence in 3 T untranslated region 

<400> 568 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 569 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152227 region of 
conserved sequence in 3 1 untranslated region 

<400> 569 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 570 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152231 region of 
conserved sequence in 3 1 untranslated region 

<400> 570 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 571 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152235 region of 
conserved sequence in 3 T untranslated region 

<400> 571 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 
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<210> 572 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152239 region of 
conserved sequence in 3 T untranslated region 

<400> 572 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 573 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152243 region of 
conserved sequence in 3 1 untranslated region 

<400> 573 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 574 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152247 region of 
conserved sequence in 3 T untranslated region 

<400> 574 

gtggcatatt ggactagtgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 575 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152251 region of 
conserved sequence in 3 1 untranslated region 

<400> 575 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 576 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AY152255 region of 
conserved sequence in 3 1 untranslated region 

<400> 576 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 577 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152259 region of 
conserved sequence in 3 1 untranslated region 

<400> 577 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

a gggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 578 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152263 region of 
conserved sequence in 3 1 untranslated region 

<400> 578 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 579 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152267 region of 
conserved sequence in 3 f untranslated region 

<400> 579 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 580 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152271 region of 
conserved sequence in 3' untranslated region 



133 



<400> 580 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 581 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152275 region of 
conserved sequence in 3 T untranslated region 

<400> 581 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 582 

<211> 137 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152279 region of 
conserved sequence in 3 1 untranslated region 

<400> 582 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

aagggggccc gaagccagga ggaagctgta ctcctggtgg aaggactaga ggttagagga 120 
gaccccccca acacaaa 137 

<210> 583 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152283 region of 
conserved sequence in 3 1 untranslated region 

<400> 583 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 584 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152287 region of 
conserved sequence in 3 1 untranslated region 

<400> 584 

gtggcatatt ggactagcgg ttagaggaga cccctcccat gactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 
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<210> 585 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152291 region of 
conserved sequence in 3 1 untranslated region 

<400> 585 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 586 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152295 region of 
conserved sequence in 3 1 untranslated region 

<400> 586 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa aacgcagcag 60 
aagggggccc gaagccagga ggaagctgta ctcctggtgg aaggactaga ggttagagga 120 
gaccccccca acacaa 136 



<210> 587 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152299 region of 
conserved sequence in 3 1 untranslated region 

<400> 587 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 



<210> 588 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152303 region of 
conserved sequence in 3 1 untranslated region 

<400> 588 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 589 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



135 



<220> 

<223> Dengue virus type 4 strain AY152307 region of 
conserved sequence in 3 1 untranslated region 

<400> 589 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 590 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152311 region of 
conserved sequence in 3 1 untranslated region 

<400> 590 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 591 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152315 region of 
conserved sequence in 3 1 untranslated region 

<400> 591 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 592 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152319 region of 
conserved sequence in 3 T untranslated region 

<400> 592 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 593 
<211> 135 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152323 region of 
conserved sequence in 3' untranslated region 



136 



<400> 593 

gtggcatatt ggactagcgg ttagaggaga 
agggggcccg aagccaggag gaagctgtac 
acccccccaa cacaa 



cccctcccat cactgacaaa acgcagcaaa 60 
tcctggtgga aggactagag gttagaggag 120 

135 



<210> 594 
<211> 135 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152327 region of 
conserved sequence in 3' untranslated region 

<400> 594 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaa 135 



<210> 595 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152331 region of 
conserved sequence in 3 1 untranslated region 

<400> 595 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 



<210> 596 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152335 region of 
conserved sequence in 3 1 untranslated region 

<400> 596 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



<210> 597 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 



<220> 

<223> Dengue virus type 4 strain AY152339 region of 
conserved sequence in 3' untranslated region 

<400> 597 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 



137 



<210> 598 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152343 region of 
conserved sequence in 3' untranslated region 

<400> 598 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa " 135 

<210> 599 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152347 region of 
conserved sequence in 3 1 untranslated region 

<400> 599 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 600 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152351 region of 
conserved sequence in 3 ! untranslated region 

<400> 600 , 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 135 

<210> 601 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152355 region of 
conserved sequence in 3' untranslated region 

<400> 601 

gtggtatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 13 5 

<210> 602 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
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<220> 

<223> Dengue virus type 4 strain AY152359 region of 
conserved sequence in 3' untranslated region 

<400> 602 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 
agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 603 
<211> 136 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152363 region of 
conserved sequence in 3' untranslated region 

<400> 603 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 

acccccccaa cacaaa 136 

<210> 604 

<211> 136 

<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain AY152171 region of 
conserved sequence in 3 T untranslated region 

<400> 604 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactgacaaa acgcagcaaa 60 

agggggcccg aagccaggag gaagctgtac tcctggtgga aggactagag gttagaggag 120 
acccccccaa cacaaa 136 

<210> 605 
<211> 137 
<212> DNA 

<213> Dengue virus type 4 
<220> 

<223> Dengue virus type 4 strain VR217-1 region of 
conserved sequence in 3 1 untranslated region 

<400> 605 

gtggcatatt ggactagcgg ttagaggaga cccctcccat cactaacaaa acgcagcaaa 60 

aggggggccc gaagccagga ggaagctgta ctcctggtgg aaggactaga ggttagagga 120 
gaccccccca acacaaa 137 

<210> 606 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF317203 
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<400> 606 

gtaagccctc agaaccgtct cggaa 

<210> 607 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF196835 

<400> 607 

gtaagccctc agaaccgtct cggaa 

<210> 608 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF2 60967 

<400> 608 

gtaagccctc agaaccgtct cggaa 

<210> 609 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF260968 

<400> 609 

gtaagccctc agaaccgtct cggaa 

<210> 610 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF260969 

<400> 610 

gtaagccctc agaaccgtct cggaa 

<210> 611 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF481864 
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<400> 611 

gtaagccctc agaaccgtct cggaa 



25 



<210> 612 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus M12294 

<400> 612 

gtaagccctc agaaccgtct cggaa 25 

<210> 613 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF206518 

<400> 613 

gtaagccctc agaaccgtct cggaa 25 

<210> 614 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF317203 

<400> 614 

gtaagccctc agaaccgtct cggaa 25 

<210> 615 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF202541 

<400> 615 

gtaagccctc agaaccgtct cggaa 25 

<210> 616 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404757 
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<400> 616 

gtaagccctc agaaccgtct cggaa 



25 



<210> 617 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404753 

<400> 617 

gtaagccctc agaaccgtct cggaa 25 

<210> 618 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF404754 

<400> 618 

gtaagccctc agaaccgtct cggaa 25 

<210> 619 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF404755 

<400> 619 

gtaagccctc agaaccgtct cggaa 25 

<210> 620 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404756 

<400> 620 

gtaagccctc agaaccgtct cggaa 25 

<210> 621 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF017254 



142 



<400> 621 

gtaagccctc agaaccgtct cggaa 

<210> 622 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ! untranslated 
region of the genome of West Nile virus L48977 

<400> 622 

gtaagccctc agaaccgtct cggaa 

<210> 623 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF196536 

<400> 623 

gtaagccctc agaaccgtct cggaa 

<210> 624 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF196537 

<400> 624 

gtaagccctc agaaccgtct cggaa 

<210> 625 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of West Nile virus AF196538 

<400> 625 

gtaagccctc agaaccgtct cggaa 

<210> 626 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF196540 
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<400> 626 

gtaagccctc agaaccgtct cggaa 



25 



<210> 627 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF196541 

<400> 627 

gtaagccctc agaaccgtct cggaa 25 

<210> 628 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF196542 

<400> 628 

gtaagccctc agaaccgtct cggaa 25 

<210> 629 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF196543 

<400> 629 

gtaagccctc agaaccgtct cggaa 25 

<210> 630 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458343 

<400> 630 

gtaagccccc agaaccgtct cggaa 25 

<210> 631 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458344 
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<400> 631 

gtaagccctc agaaccgtct cggaa 

<210> 632 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 r untranslated 
region of the genome of West Nile virus AF458347 

<400> 632 

gtaagccctc agaaccgtct cggaa 

<210> 633 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF458348 

<400> 633 

gtaagccctc agaaccgtct cggaa 

<210> 634 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of West Nile virus AF458350 

<400> 634 

gtaagccctc agaaccgtct cggaa 

<210> 635 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458352 

<400> 635 

gtaagccctc agaaccgcct cggaa 

<210> 636 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ? untranslated 
region of the genome of West Nile virus AF458353 
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<400> 636 

gtaagccctc agaaccgtct cggaa 



25 



<210> 637 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3" untranslated 
region of the genome of West Nile virus AF458355 

<400> 637 

gtaagccctc agaaccgtct cggaa 25 

<210> 638 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458358 

<400> 638 

gtaagccctc agaaccgtct cggaa 25 

<210> 639 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF458360 

<400> 639 

gtaagccctc agaaccgtct cggaa 25 

<210> 640 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF458361 

<400> 640 

gtaagccctc agaaccgtct cggaa 25 

<210> 641 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF208017 
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<400> 641 

gtaagccctc agaaccgtct cggaa 

<210> 642 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ? untranslated 
region of the genome of West Nile virus AF196539 

<400> 642 

gtaagccctc agaaccgtct cggaa 

<210> 643 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF196535 

<400> 643 

gtaagccctc agaaccgtct cggaa 

<210> 644 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458359 

<400> 644 

gtaagccctc agaaccgtct cggaa 

<210> 645 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF458357 

<400> 645 

gtaagccctc agaaccgtct cggaa 

<210> 646 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF458354 
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<400> 646 

gtaagccctc agaaccgtct cggaa 

<210> 647 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF458349 

<400> 647 

gtaagccctc agaaccgtct cggaa 

<210> 648 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF458345 

<400> 648 

gtaagccctc agaaccgtct cggaa 

<210> 649 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF45834 6 

<400> 649 

gtaagcctct cagaaccgtt tcggaa 

<210> 650 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF533540 

<400> 650 

gtaagccctc agaaccgtct cggaa 

<210> 651 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus ABO 512 92 
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<400> 651 

gaaagccctc agaaccgtct cggaa 

<210> 652 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF014160 

<400> 652 

gaaagccctc agaaccgtct cggaa 

<210> 653 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF014161 

<400> 653 

gaaagccctc agaaccgtct cggaa 

<210> 654 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF045551 

<400> 654 

gaaagccctc agaaccgtct cggaa 

<210> 655 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF069076 

<400> 655 

gaaagccctc agaaccgtct cggaa 

<210> 656 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF075723 

<400> 656 

gaaagccctc agaaccgtct cggaa 

<210> 657 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF080251 

<400> 657 

gaaagccctc ggaaccgtct cggaa 

<210> 658 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF098735 

<400> 658 

gaaagccctc agaaccgtct cggaa 

<210> 659 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF098736 

<400> 659 

gaaagccctc agaaccgtct cggaa 

<210> 660 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF098737 

<400> 660 

gaaagccctc agaaccgtct cggaa 
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<210> 661 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF217620 

<400> 661 

gaaagccctc agaaccgtct cggaa 25 

<210> 662 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF221499 

<400> 662 

gaaagccctc agaaccgtct cggaa 25 

<210> 663 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF221500 

<400> 663 

gaaagccctc agaaccgtct cggaa 25 

<210> 664 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF254452 

<400> 664 

gaaagccctc agaaccgtct cggaa 25 

<210> 665 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF254453 
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<400> 665 

gaaagccctc agaaccgtct cggaa 

<210> 666 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF315119 

<400> 666 

gaaagccctc agaactgtct cggaa 

<210> 667 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF416457 

<400> 667 

gaaagccctc agaaccgtct cggaa 

<210> 668 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF4 8 6638 

<400> 668 

gaaagccctc agaaccgtct cggaa 

<210> 669 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus U14163 

<400> 669 

gaaagccctc agaaccgtct cggaa 

<210> 670 
<211> 25 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus U157 63 

<400> 670 

gaaagccctc agaaccgtct cggaa 25 

<210> 671 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L48961 

<400> 671 

gaaagccctc agaaccgtct cggaa 25 

<210> 672 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus U47032 

<400> 672 

gaaagccctc agaaccgtct cggaa 25 

<210> 673 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus M18370 

<400> 673 

gaaagccctc agaaccgtct cggaa 25 

<210> 674 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus M55506 

<400> 674 

gaaagccctc agaaccgtct cggaa 25 
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<210> 675 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus L7 8128 

<400> 675 

gaaagccctc agaaccgtct cggaa 

<210> 676 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus D90195 

<400> 676 

gaaagccctc agaaccgtct cggaa 

<210> 677 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus D90194 

<400> 677 

gaaagccctc agaaccgtct cggaa 

<210> 678 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF311748 

<400> 678 

gaaagccctc agaaccgtct cggaa 

<210> 679 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF0 9255 0 



<400> 679 

gaaagccctc agaaccgtct cggaa 

<210> 680 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF092552 

<400> 680 

gaaagccctc agaaccgtct cggaa 

<210> 681 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF092553 

<400> 681 

gaaagccctc agaaccgtct cggaa 

<210> 682 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF139531 

<400> 682 

gaaagccctc agaaccgtct cggaa 

<210> 683 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF148900 

<400> 683 

gaaagccctc agaaccgtct cggaa 

<210> 684 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF148902 

<400> 684 

gaaagccctc agaaccgtct cggaa 

<210> 685 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF218068 

<400> 685 

gaaagccctc agaaccgtct cggaa 

<210> 686 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF289816 

<400> 686 

gaaagccctc agaaccgtct cggaa 

<210> 687 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF318291 

<400> 687 

gaaagccctc agaaccgtct cggaa 

<210> 688 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L48967 

<400> 688 

gaaagccctc agaaccgtct cggaa 
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<210> 689 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus L48968 

<400> 689 

gaaacccctc agaaccgtct cggaa 

<210> 690 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus L54067 

<400> 690 

gaaagccctc agaaccgtct cggaa 

<210> 691 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L54068 

<400> 691 

gaaagccctc agaaccgtct cggaa 

<210> 692 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus L54069 

<400> 692 

gaaagccctc agaaccgtct cggaa 

<210> 693 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L54070 



157 



<400> 693 

gaaagccctc agaaccgtct cggaa 



25 



<210> 694 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus L54071 

<400> 694 

gaaagccctc agaaccgtct cggaa 25 

<210> 695 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L54070 

<400> 695 

gaaagccctc agaaccgtct cggaa 25 

<210> 696 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L54122 

<400> 696 

gaaagccctc agaaccgtct cggaa 25 

<210> 697 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L54123 

<400> 697 

gaaagccctc agaaccgtct cggaa 25 

<210> 698 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306514 

<400> 698 

gaaagccctc agaaccgtct cggaa 25 

<210> 699 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF306515 

<400> 699 

gaaagccctc agaaccgttt cggaa 25 

<210> 700 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306516 

<400> 700 

gaaagccctc agaaccgttt cggaa 25 

<210> 701 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF306517 

<400> 701 

gaaagccctc aaaaccgttt cggaa 25 

<210> 702 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus AF161266 

<400> 702 

gaaagcctcc cagaaccgtc tcggaa 26 



159 



<210> 703 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus M35172 

<400> 703 

gaaagcctcc cagaaccgtc tcggaa 26 

<210> 704 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 

region of the genome of Murray Valley encephalitis 
virus L48972 

<400> 704 

gaaagcctcc cagaaccgtc tcggaa 2 6 

<210> 705 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 

region of the genome of Murray Valley encephalitis 
virus L48973 

<400> 705 

gaaagcctcc cagaaccgtc tcggaa 26 

<210> 706 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 

region of the genome of Murray Valley encephalitis 
virus L48974 

<400> 706 

gaaagcctcc cagacccgtc tcggaa 26 

<210> 707 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 

region of the genome of Murray Valley encephalitis 
virus L48975 
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<400> 707 

gaaagcctcc cagaaccgtc tcggaa 



26 



<210> 708 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus L48976 

<400> 708 

gaaagcctcc cagaaccgtt tcggaa 2 6 

<210> 709 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Kunjin virus AF458351 

<400> 709 

gtaagccctc agaaccgtct cggga 25 

<210> 710 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF458356 

<400> 710 

gtaagccctc agaaccgcct cggaa 25 

<210> 711 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Kunjin virus AF297840 

<400> 711 

gtaagccctc agaaccgcct cggaa 25 

<210> 712 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297841 
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<400> 712 

gtaagccctc agaaccgtct cggaa 



25 



<210> 713 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297842 

<400> 713 

gtaagccctc agaaccgtct cggaa 25 

<210> 714 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Kunjin virus AF297843 

<400> 714 

gtaagccctc agaaccgtct cggaa 25 

<210> 715 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297844 

<400> 715 

gtaagccctc agaaccgtct cggaa 25 

<210> 716 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297845 

<400> 716 

gtaagccctc agaaccgtct cggaa 25 

<210> 717 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Kunjin virus AF29784 6 
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<400> 717 

gtaagccctc agaaccgcct cggaa 

<210> 718 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Kunjin virus AF297847 

<400> 718 

gtaagccctc agaaccgcct cggaa 

<210> 719 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297848 

<400> 719 

gtaagccctc agaaccgtct cggaa 

<210> 720 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF29784 9 

<400> 720 

gtaagccctc agaaccgtct cggaa 

<210> 721 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297850 

<400> 721 

gtaagccctc agaaccgcct cggaa 

<210> 722 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297851 
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<400> 722 

gtaagccctc agaaccgcct cgggt 

<210> 723 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Kunjin virus AF297852 

<400> 723 

gtaagccctc agaaccgcct cggaa 

<210> 724 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297853 

<400> 724 

gtaagccctc agaaccgcct cggaa 

<210> 725 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kunjin virus AF297854 

<400> 725 

gtaagccctc agaaccgtct cggaa 

<210> 726 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Kunjin virus AF297855 

<400> 726 

gtaagccctc agaaccgtct cggaa 

<210> 727 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297856 
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<400> 727 

gtaagccctc agaaccgtct cggaa 



25 



<210> 728 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Kunjin virus AF297857 

<400> 728 

gtaagccgtc agaaccgtct cggaa 25 

<210> 729 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297858 

<400> 729 

gtaagccctc agaaccgtct cggaa 25 

<210> 730 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus AF297859 

<400> 730 

gtaagccctc agaaccgtct cggaa 25 

<210> 731 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus L48 978 

<400> 731 

gtaagccctc agaaccgtct cggaa 25 

<210> 732 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus L4 9311 
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<400> 732 

gtaagccctc agaaccgtct cggaa 



25 



<210> 733 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Kunjin virus D0024 6 

<400> 733 

gtaagccctc agaaccgtct cggaa 25 

<210> 734 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ! untranslated 
region of the genome of Kunjin virus L4 8 97 9 

<400> 734 

gtaagccctc agaaccgtct cggaa 25 

<210> 735 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Kunjin virus L24512 

<400> 735 

gtaagccctc agaaccgtct cggaa 25 

<210> 736 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Koutango virus L48980 

<400> 736 

gtaatccctc agaaccgtct cggaa 25 

<210> 737 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of West Nile virus AF196835 
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<400> 737 

tcctagtcta tcccaggtgt caa 



23 



<210> 738 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF260967 

<400> 738 

tcctagtcta tcccaggtgt caa 23 

<210> 739 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF2 60968 

<400> 739 

tcctagtcta tcccaggtgt caa 23 

<210> 740 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF2 60969 

<400> 740 

tcctagtcta tcccaggtgt caa 23 

<210> 741 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF481864 

<400> 741 

tcctagtcta tcccaggtgt caa 23 

<210> 742 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus M12294 
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<400> 742 

ccctagtcta tcccaggtgt caa 

<210> 743 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF206518 

<400> 743 

tcctagtcta tcccaggtgt caa 

<210> 744 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF317203 

<400> 744 

tcctagtcta tcccaggtgt caa 

<210> 745 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF202541 

<400> 745 

tcctagtcta tcccaggtgt caa 

<210> 746 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404757 

<400> 746 

tcctagtcta tcccaggtgt caa 

<210> 747 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF404753 
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<400> 747 

tcctagtcta tcccaggtgt caa 



23 



<210> 748 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404754 

<400> 748 

tcctagtcta tcccaggtgt caa 23 

<210> 749 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF404755 

<400> 749 

tcctagtcta tcccaggtgt caa 23 

<210> 750 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF404756 

<400> 750 

tcctagtcta tcccaggtgt caa 23 

<210> 751 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3* untranslated 
region of the genome of West Nile virus AF017254 

<400> 751 

tcctagtcta tcccaggtat caa 23 

<210> 752 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Kun j in virus L24512 
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<400> 752 

tcctagtcta tcccaggtgt caa 



23 



<210> 753 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AB051292 

<400> 753 

tcccagtcta ttcccaggtg tcaa 24 

<210> 754 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF014160 

<400> 754 

tcccagtcta ttcccaggtg tcaa 24 

<210> 755 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF014161 

<400> 755 

tcccagtcta ttcccaggtg tcaa 24 

<210> 756 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF045551 

<400> 756 

tcccactcta ttcccaggtg tcaa 24 

<210> 757 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF069076 

<400> 757 

tcccagtcta ttcccaggtg tcaa 24 

<210> 758 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF075723 

<400> 758 

tcccagtcta ttcccaggtg tcaa 24 

<210> 759 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF080251 

<400> 759 

tcccagtcta ttcccaggtg tcaa 24 

<210> 760 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF098735 

<400> 760 

tcccagtcta ttcccaggtg tcaa 24 

<210> 761 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 r untranslated 
region of the genome of Japanese encephalitis 
virus AF098736 

<400> 761 

tcccagtcta ttcccaggtg tcaa 24 



171 



<210> 762 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF098737 

<400> 762 

tcccagtcta tctccaggtg tcaa 24 

<210> 763 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF217620 

<400> 763 

tcccagtcta ttcccaggtg tcaa 24 

<210> 764 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF221499 

<400> 764 

tcccagtcta ttcccaggtg tcaa 24 

<210> 765 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF221500 

<400> 765 

tcccagtcta ttcccaggtg tcaa 24 

<210> 766 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF254452 
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<400> 766 

tcccagtcta ttcccaggtg tcaa 

<210> 767 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF254 4 53 

<400> 767 

tcccagtcta ttcccaggtg tcaa 

<210> 768 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF315119 

<400> 768 

tcccagtcta ttcccaggtg tcaa 

<210> 769 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF416457 

<400> 769 

tcccagtcta ttcccaggtg tcaa 

<210> 770 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF486638 

<400> 770 

tcccagtata ttcccaggtg tcaa 

<210> 771 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus U14163 

<400> 771 

tcccagtcta ttcccaggtg tcaa 24 

<210> 772 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus 0157 63 

<400> 772 

tcccagtcta ttcccaggtg tcaa 24 

<210> 773 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus L48961 

<400> 773 

tcccagtcta ttcccaggtg tcaa 24 

<210> 774 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus U47032 

<400> 774 

tcctagtcta ttcccaggtg tcaa 24 

<210> 775 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus M18370 

<400> 775 

tcccagtcta ttcccaggtg tcaa 24 
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<210> 776 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus M55506 

<400> 776 

tcccagtcta ttcccaggtg tcaa 24 

<210> 777 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus L78128 

<400> 777 

tcccagtcta ttcccaggtg tcaa 24 

<210> 778 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus D90195 

<400> 778 

tcccagtcta ttcccaggtg tcaa 24 

<210> 779 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ? untranslated 
region of the genome of Japanese encephalitis 
virus D90194 

<400> 779 

tcccagtcta ttcccaggtg tcaa 24 

<210> 780 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF311748 
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<400> 780 

tcccagtcta ttcccaggtg tcaa 



24 



<210> 781 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF306514 

<400> 781 

tcccactcta ttcccaggtg tcaa 24 

<210> 782 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306515 

<400> 782 

tcccagtcta ttcccaggtg tcaa 24 

<210> 783 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF306516 

<400> 783 

tcccagtcta ttcccaggtg tcaa 24 

<210> 784 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306517 

<400> 784 

tcccactcta ttcccaggtg tcaa 24 

<210> 785 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus D00037 

<400> 785 

tcccagtcta ttcccaggtg tcaa 

<210> 786 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus M14933 

<400> 786 

tcccagtcta ttcccaggtg tcaa 

<210> 787 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus AF161266 

<400> 787 

tcctagtctt ttcccaggtg tcaa 

<210> 788 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus M35172 

<400> 788 

tcctagtctt ttcccaggtg tcaa 

<210> 789 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF196835 

<400> 789 

ggactagagg ttagaggaga ccccgcgg 
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<210> 790 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF2 60967 

<400> 790 

ggactagagg ttagaggaga ccccgcgg 

<210> 791 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF260968 

<400> 791 

ggactagagg ttagaggaga ccccgcgg 

<210> 792 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF260969 

<400> 792 

ggactagagg ttagaggaga ccccgcgg 

<210> 793 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 r untranslated 
region of the genome of West Nile virus AF481864 

<400> 793 

ggactagagg ttagaggaga ccccgcgg 

<210> 794 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus M12294 

<400> 794 

ggactagagg ttagaggaga ccccgcgt 
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<210> 795 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF206518 

<400> 795 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 796 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 r untranslated 
region of the genome of West Nile virus AF317203 

<400> 796 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 797 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF202541 

<400> 797 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 798 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of West Nile virus AF404757 

<400> 798 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 799 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF404753 

<400> 799 

ggactagagg ttagaggaga ccccgcgg 28 
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<210> 800 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404754 

<400> 800 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 801 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF404755 

<400> 801 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 802 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of West Nile virus AF404756 

<400> 802 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 803 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of West Nile virus AF017254 

<400> 803 

ggactagagg ttagaggaga ccccgcgg 28 

<210> 804 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of West Nile virus AF208017 

<400> 804 

ggactagtgg ttagaggaga ccccacgt 28 
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<210> 805 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Kun j in virus L24512 

<400> 805 

ggactagagg ttagaggaga ccccgcgt 28 

<210> 806 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AB051292 

<400> 806 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 807 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF014160 

<400> 807 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 808 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF014161 

<400> 808 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 809 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF045551 
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<400> 809 

ggactagagg ttagaggaga ccccgtgg 



28 



<210> 810 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF069076 

<400> 810 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 811 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF075723 

<400> 811 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 812 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF080251 

<400> 812 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 813 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF098735 

<400> 813 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 814 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



182 



<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF098736 

<400> 814 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 815 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus AF098737 

<400> 815 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 816 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF217620 

<400> 816 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 817 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF221499 

<400> 817 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 818 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF221500 

<400> 818 

ggactagagg ttagaggaga ccccgtgg 28 
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<210> 819 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF254452 

<400> 819 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 820 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF254453 

<400> 820 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 821 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus AF315119 

<400> 821 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 822 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF416457 

<400> 822 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 823 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF486638 
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<400> 823 

ggactagagg ttagaggaga ccccgtgg 



28 



<210> 824 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus U14163 

<400> 824 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 825 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus U15763 

<400> 825 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 826 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus L48961 

<400> 826 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 827 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Japanese encephalitis 
virus U47032 

<400> 827 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 828 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus M18370 

<400> 828 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 829 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus M55506 

<400> 829 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 830 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus L78128 

<400> 830 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 831 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Japanese encephalitis 
virus D90195 

<400> 831 

ggactagagg ttagaggaga ccccgtgg 28 

<210> 832 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus D90194 

<400> 832 

ggactagagg ttagaggaga ccccgtgg 28 
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<210> 833 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF311748 

<400> 833 

ggactagagg ttagaggaga ccccgtgg 

<210> 834 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306514 

<400> 834 

ggactagagg ttagaggaga ccccgtgg 

<210> 835 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF306515 

<400> 835 

ggactagagg ttagaggaga ccccgtgg 

<210> 836 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Japanese encephalitis 
virus AF306516 

<400> 836 

ggactagagg ttagaggaga ccccgtgg 

<210> 837 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Japanese encephalitis 
virus AF306517 
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<400> 837 

ggactagagg ttagaggaga ccccgtgg 



28 



<210> 838 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus AF161266 

<400> 838 

ggactagagg ttagaggaga ccccactc 28 

<210> 839 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 

region of the genome of Murray Valley encephalitis 
virus M35172 

<400> 839 

ggactagagg ttagaggaga ccccactc 28 

<210> 840 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 1 
AF226685 

<400> 840 

ggactagagg ttagaggaga ccccccgc 28 

<210> 841 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ? untranslated 
region of the genome of Dengue virus type 1 
AF311956 

<400> 841 

ggactagagg ttagaggaga ccccccgc 28 

<210> 842 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



188 



<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AF311957 

<400> 842 

ggactagagg ttagaggaga ccccccgc 28 

<210> 843 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 1 
AF311958 

<400> 843 

ggactagagg ttagaggaga ccccccgc 28 

<210> 844 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3* untranslated 
region of the genome of Dengue virus type 1 
AY145121 

<400> 844 

ggactagagg ttagaggaga ccccccgc 28 

<210> 845 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AY145122 

<400> 845 

ggactagagg ttagaggaga ccccccgc 28 

<210> 846 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 1 
AF514878 

<400> 846 

ggactagagg ttagaggaga ccccccgc 28 
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<210> 847 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AF514885 

<400> 847 

ggactagagg ttagaggaga ccccccgc 28 

<210> 848 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AF514889 

<400> 848 

ggactagagg ttagaggaga ccccccgc 28 

<210> 849 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 2 
AF48 9932 

<400> 849 

ggactagagg ttagaggaga ccccccca 28 

<210> 850 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 1 
AF22 6687 

<400> 850 

ggactagagg ttagaggaga ccccccgc 28 

<210> 851 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AX22 4 213 
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<400> 851 

ggactagagg ttagaggaga cccccccg 



28 



<210> 852 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 1 
AX224215 

<400> 852 

ggactagagg ttagaggaga cccccccg 28 

<210> 853 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 1 
AX224217 

<400> 853 

ggactagagg ttagaggaga cccccccg 28 

<210> 854 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 1 
AX224219 

<400> 854 

ggactagagg ttagaggaga cccccccg 28 

<210> 855 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 1 
AX224225 

<400> 855 

ggactagagg ttagaggaga cccccccg 28 

<210> 856 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AX224227 

<400> 856 

ggactagagg ttagaggaga ccccccgc 28 

<210> 857 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AX224233 

<400> 857 

ggactagagg ttagaggaga ccccccgc 28 

<210> 858 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 1 
AB074760 

<400> 858 

ggactagagg ttagaggaga ccccccgc 28 

<210> 859 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AB074761 

<400> 859 

ggactagagg ttagaggaga ccccccgc 28 

<210> 860 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 1 
A75711 

<400> 860 

ggactagagg ttagaggaga cccccggc 28 
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<210> 861 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AX224221 

<400> 861 

ggactagagg ttagaggaga cccccccg 28 

<210> 862 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AX224223 

<400> 862 

ggactagagg ttagaggaga cccccccg 28 

<210> 863 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
U87 412 

<400> 863 

ggactagagg ttagaggaga cccccccg 28 

<210> 864 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 2 
U61246 

<400> 864 

ggactagagg ttagaggaga cccccccg 28 

<210> 865 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
U612 4 7 
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<400> 865 

ggactagagg ttagaggaga cccccccg 



28 



<210> 866 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF100465 

<400> 866 

ggactagagg ttagaggaga ccccccca 28 

<210> 867 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF100466 

<400> 867 

ggactagagg ttagaggaga ccccccca 28 

<210> 868 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 1 
AX224209 

<400> 868 

ggactagagg ttagaggaga ccccccgc 28 

<210> 869 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ! untranslated 
region of the genome of Dengue virus type 1 
AF180818 

<400> 869 

ggactagagg ttagaggaga ccccccgc 28 

<210> 870 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 4 
AF326573 

<400> 870 

ggactagagg ttagaggaga ccccccca 28 

<210> 871 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 1 
AF350498 

<400> 871 

ggactagagg ttagaggaga ccccccgc 28 

<210> 872 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF35 957 9 

<400> 872 

ggactagagg ttagaggaga cccccccg 28 

<210> 873 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 2 
AY037116 

<400> 873 

ggactagagg ttagaggaga cccccccg 28 

<210> 874 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF309950 

<400> 874 

ggactagagg ttagaggaga cccccccg 28 
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<210> 875 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF309953 

<400> 875 

ggactagagg ttagaggaga ccccccca 28 

<210> 876 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF309954 

<400> 876 

ggactagagg ttagaggaga ccccccca 28 

<210> 877 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF309959 

<400> 877 

ggactagagg ttagaggaga ccccccca 28 

<210> 878 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 2 
AF309962 

<400> 878 

ggactagagg ttagaggaga cccccccg 28 

<210> 879 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF30 9963 



196 



<400> 879 

ggactagagg ttagaggaga cccccccg 



28 



<210> 880 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 2 
AF309964 

<400> 880 

ggactagagg ttagaggaga cccccccg 28 

<210> 881 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF309965 

<400> 881 

ggactagagg ttagaggaga ccccccca 28 

<210> 882 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 4 
AF289029 

<400> 882 

ggactagagg ttagaggaga ccccccca 28 

<210> 883 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF2084 96 

<400> 883 

ggactagagg ttagaggaga ccccccca. 28 

<210> 884 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
AF31014 6 

<400> 884 

ggactagagg ttagaggaga ccccccgc 28 

<210> 885 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 3 
AF31014 9 

<400> 885 

ggactagagg ttagaggaga ccccccgc 28 

<210> 886 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 4 
AF310153 

<400> 886 

ggactagagg ttagaggaga ccccccca. 28 

<210> 887 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3* untranslated 
region of the genome of Dengue virus type 1 
AF22 668 6 

<400> 887 

ggactagagg ttagaggaga ccccccgc 28 

<210> 888 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
AF276619 

<400> 888 

ggactagagg ttagaggaga cccccccg 28 
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<210> 889 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF169 678 

<400> 889 

ggactagagg ttagaggaga cccccccg 28 

<210> 890 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF16967 9 

<400> 890 

ggactagagg ttagaggaga cccccccg 28 

<210> 891 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF169680 

<400> 891 

ggactagagg ttagaggaga cccccccg 28 

<210> 892 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
AF169681 

<400> 892 

ggactagagg ttagaggaga cccccccg 28 

<210> 893 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF169682 
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<400> 893 

ggactagagg ttagaggaga cccccccg 



28 



<210> 894 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 2 
AF169683 



<400> 894 

ggactagagg ttagaggaga cccccccg 28 

<210> 895 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF169684 



<400> 895 

ggactagagg ttagaggaga cccccccg 28 

<210> 896 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
AF169 685 



<400> 896 

ggactagagg ttagaggaga cccccccg 28 

<210> 897 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
AF16968 6 



<400> 897 

ggactagagg ttagaggaga cccccccg 28 

<210> 898 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF1 69687 

<400> 898 

ggactagagg ttagaggaga cccccccg 

<210> 899 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Dengue virus type 2 
AF169688 

<400> 899 

ggactagagg ttagaggaga cccccccg 

<210> 900 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF10014 5 

<400> 900 

ggactagagg ttagaggaga ccccccca 

<210> 901 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
AF100467 

<400> 901 

ggactagagg ttagaggaga ccccccca 

<210> 902 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ? untranslated 
region of the genome of Dengue virus type 2 
AF1004 68 

<400> 902 

ggactagagg ttagaggaga ccccccca 
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<210> 903 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 2 
AF100149 

<400> 903 

ggactagagg ttagaggaga ccccccca 

<210> 904 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 
region of the genome of Dengue virus type 2 
M2 0558 

<400> 904 

ggactagagg ttagaggaga ccccccca 

<210> 905 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
M2 90 95 

<400> 905 

ggactagagg ttagaggaga ccccccca 

<210> 906 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
M19197 

<400> 906 

ggactagagg ttagaggaga ccccccca 

<210> 907 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 4 
M14931 
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<400> 907 

ggactagagg ttagaggaga ccccccca 

<210> 908 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 2 
U87411 

<400> 908 

ggactagagg ttagaggaga cccccccg 

<210> 909 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
U8 8 5 36 

<400> 909 

ggactagagg ttagaggaga ccccccgc 

<210> 910 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 1 
U8 8 537 

<400> 910 

ggactagagg ttagaggaga ccccccgc 

<210> 911 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 r untranslated 
region of the genome of Dengue virus type 2 
AF038 4 03 

<400> 911 

ggactagagg ttagaggaga ccccccca 

<210> 912 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> region of conserved sequence in 3' untranslated 
region of the genome of Dengue virus type 4 
AF32 682 6 

<400> 912 

ggactagagg ttagaggaga ccccccca 

<210> 913 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Dengue virus type 4 
AF32 6827 

<400> 913 

ggactagagg ttagaggaga ccccccca 

<210> 914 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 1 untranslated 
region of the genome of Montana myotis 
leukoencephalitis virus NC_004119 

<400> 914 

ggactagagg ttagaggaga ccccttcc 

<210> 915 
<211> 2 8 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 
region of the genome of Modoc virus NC_003635 

<400> 915 

ggactagagg ttagaggaga cccccggc 

<210> 916 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 ' untranslated 

region of the genome of yellow fever virus X03700 

<400> 916 

ggtctagagg ttagaggaga ccctccag 



<210> 917 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 T untranslated 

region of the genome of yellow fever virus U52393 

<400> 917 

ggtctagagg ttagaggaga ccctccag 

<210> 918 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 

region of the genome of yellow fever virus U52407 

<400> 918 

ggtctagagg ttagaggaga ccctccag 

<210> 919 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> region of conserved sequence in 3 f untranslated 

region of the genome of yellow fever virus AF052448 

<400> 919 

ggtctagagg ttagaggaga ccctccag 
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